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Abstract: Programmed death 1 ligand (PD-L1), an important immune checkpoint molecule,
is mainly expressed on cancer cells and has been shown to exert an immunosuppressive
effect on T-cell function by binding to programmed cell death 1 (PD-1) expressed on T-cells.
Recently, immune checkpoint inhibitors using antibody drugs such as nivolumab and
atezolizumab have attracted attention. However, clinical challenges, including limitations
to the scope of their application, are yet to be addressed. In this study, we developed
a novel immune checkpoint inhibitor that targets PD-L1 using lipid-siRNA conjugates
(lipid-siPDL1s). The inhibitory effect of lipid-siPDL1s on PD-L1 expression was evaluated
and found to strongly suppress mRNA expression. Notably, lipid-siPDL1s exerted a
significantly stronger effect than unmodified siPDL1. Interestingly, lipid-siPDL1s strongly
inhibited PD-L1 expression despite cancer cell stimulation by interferon-gamma, which
induced the overexpression of PD-L1 genes. These results strongly suggest that lipid-
siPDL1s could be used as novel immune checkpoint inhibitors.

Keywords: siRNA conjugates; programmed death 1 ligand (PD-L1); immune checkpoint
inhibitors; nucleic acid drugs; interferon gamma (IFNγ) stimulation

1. Introduction
Cancer immunotherapy is a promising treatment option that enhances immune re-

sponse and induces cancer cell death mediated via the host immune system [1,2]. However,
cancer cells resist immune cells via immune checkpoint pathways, inactivating the immune
system [3]. This immune checkpoint is highly expressed in numerous cancer cells, with
the identification of the B7 group (e.g., B7-H1, B7-H2, B7-H3, and B7-H4) [4]. B7-H1, also
known as programmed death 1 ligand (PD-L1), is a transmembrane protein that inhibits
immune responses by interacting with programmed death-1 (PD-1), an inhibitory recep-
tor expressed on the T cell surface subsequent to T cell activation [5]. The binding of
PD-L1 to PD-1 results in the inhibition of T cell proliferation, cytokine production, and
cytolytic activity, thereby inducing the functional inactivation of T cells. Furthermore,
cancer cells stimulated by interferon-gamma (IFNγ), a cytokine produced by activated T
cells, were shown to exhibit enhanced PD-L1 expression [6,7]. Recently, immune check-
point inhibitors targeting PD-L1 or PD-1 have garnered considerable attention owing to

Biomolecules 2025, 15, 293 https://doi.org/10.3390/biom15020293

https://doi.org/10.3390/biom15020293
https://doi.org/10.3390/biom15020293
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/biomolecules
https://www.mdpi.com
https://orcid.org/0000-0002-7609-7094
https://doi.org/10.3390/biom15020293
https://www.mdpi.com/article/10.3390/biom15020293?type=check_update&version=1


Biomolecules 2025, 15, 293 2 of 18

their remarkable antitumor efficacy [8–11]. Immune checkpoint inhibitors represent a
novel class of immunotherapies that reactivate tumor-specific T-cell immunity, which is
suppressed by PD-L1 expression in tumor cells by inhibiting PD-L1 binding. Specifically,
anti-PD-L1 antibodies, such as atezolizumab [12], avelumab [13,14], and durvalumab [15],
and anti-PD-1 antibodies, such as nivolumab [16,17] and pembrolizumab [18], are anti-
body drugs approved as immune checkpoint inhibitors that have demonstrated superior
therapeutic outcomes to small molecule-based conventional anticancer therapies. Thus,
several immune checkpoint inhibitors capable of inducing T-cell reactivation have been
developed as antibody drugs and have been applied clinically. Immunotherapy using
immune checkpoint inhibitors is currently used to treat various malignancies; however, the
overall response rate remains suboptimal [19–21]. Therefore, predicting therapeutic efficacy
by examining tumor PD-L1 expression and other relevant factors is necessary to ensure
that this treatment is administered to patients who are likely to respond well. Additionally,
issues such as serious side effects observed in some patients and the high cost of medical
care are yet to be addressed. Furthermore, some cancer cells cannot effectively induce T-cell
activation despite the use of immune checkpoint inhibitors; this could be because cancer
cells use different immune checkpoints.

In this study, we examined the potential of nucleic acid drugs as a novel class of im-
mune checkpoint inhibitors that could surpass the efficacy of conventional antibody-based
therapeutics. Nucleic acid drugs are chemically synthesized from DNA and RNA compo-
nents that target and inhibit gene expression in cells, thereby preventing the translation of
pathogenic proteins [22,23]. Nucleic acid therapeutics include antisense oligonucleotides,
aptamers, small interfering RNA (siRNAs), and other approved methods for treating
intractable diseases [24]. In particular, siRNA-based drugs have attracted considerable
attention in recent years [25–28]. These drugs effectively inhibit target gene expression at
low concentrations by forming a protein complex known as the RNA-induced silencing
complex within the cell, which then cleaves the target mRNA, leading to potent gene
suppression [29,30]. Currently, approved siRNA drugs include Onpattro® (patisiran) for
hereditary amyloid transthyretin amyloidosis [31], Givlaari® (givosiran) for acute hepatic
porphyria [32], Oxlumo® (lumasiran) for primary hyperoxaluria type I [33], Leqvio® (in-
clisiran) for hypercholesterolemia and mixed dyslipidemia [34], Amvuttra® (vutrisiran) for
hereditary transthyretin-mediated amyloidosis [35], and Rivfloza® (nedosiran) for primary
hyperoxaluria [36]. These drugs primarily target rare and difficult-to-treat diseases. Except
for Onpattro®, all approved siRNA drugs are N-acetylgalactosamine (GalNAc)-siRNA
conjugates, in which GalNAc is covalently bound to the terminus of the siRNA molecule.
GalNAc is a ligand of the asialoglycoprotein receptor (ASGPR). GalNAc-siRNA accumu-
lates in hepatocytes with high levels of ASGPR and is taken up by hepatocytes via this
receptor [37]. Other GalNAc-siRNA conjugates are under investigation in clinical trials
for several diseases, and further progress is expected. Cholesterol-siRNA (Chol-siRNA)
conjugates are being developed for systemic administration, with numerous studies demon-
strating their potential applications in the field [38,39]. Chol-siRNA conjugates reportedly
show an affinity for low-density lipoprotein, along with an improved tolerance to degra-
dation in the blood [40,41]. Additionally, Chol-siRNA conjugates tend to accumulate in
the liver, abdominal cavity, lungs, and kidneys, and intravenous administration of these
conjugates against apolipoprotein B suppresses target gene expression in the liver [42].
siRNA conjugates, which combine a ligand with siRNA, can confer properties of the lig-
and to the siRNA, potentially addressing challenges associated with siRNA drugs. These
challenges include enhanced blood retention, efficient cellular uptake, and precise de-
livery to the target tissues. We have focused on fatty acids as ligands and successfully
conjugated several saturated and unsaturated fatty acids to siRNAs using our innovative
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conjugate synthesis method [43]. Previous studies have demonstrated that lipid-siRNA
conjugates (lipid-siRNAs), in which a fatty acid is covalently linked to the 5′-terminus of
the sense strand of siRNA, exhibit potent RNA interference (RNAi) effects both in vitro
and in vivo [44–47]. Recently, we reported that systemically administered lipid-siRNAs
targeting β-catenin could robustly suppress the growth of tumors that metastasized to the
liver in a mouse model of pancreatic cancer [48].

Various cancer cell types exhibit differential expression of cancer immune checkpoints,
including PD-L1, and IFNγ stimulation substantially modulates PD-L1 expression. In
this study, we aimed to suppress the expression of immune checkpoint molecules, es-
pecially PD-L1, on the surface of cancer cells using RNAi technology with lipid-siRNA.
Our approach was designed to be effective regardless of mRNA and protein levels, can-
cer cell type, or changes in expression levels upon IFNγ stimulation. This study could
elucidate the potential of lipid-siRNAs as a novel immune checkpoint inhibitor based on
siRNA therapeutics.

2. Materials and Methods
2.1. Cell Culture

T47D, a breast cancer cell line, and A549, a lung cancer cell line, were obtained from
the Riken Bioresource Center Cell Bank (Tsukuba, Japan). The 44As3 cell line, originating
from HSC-44PE cells in the pleural fluid of a patient with scirrhous gastric cancer, was
established by selecting clones capable of inducing ascites in mice [49,50]. A549 and 44As3
cell lines were cultured in RPMI-1640 medium (Wako, Osaka, Japan), and T47D cells were
cultured in DMEM (Wako) supplemented with 10% fetal bovine serum (FBS; GIBCO BRL,
Grand Island, NY, USA), 100 IU/mL penicillin G sodium, and 100 µg/mL streptomycin
sulfate (Wako). Cultures were maintained in a humidified incubator at 37 ◦C and 5% CO2.
mRNA expression levels of PD-L1 and B7-H4 were analyzed in A549, T47D, and 44As3 cell
lines by reverse transcription-quantitative polymerase chain reaction (RT-qPCR). Western
blotting was performed to determine PD-L1 expression at the protein level. The cell lines
were stimulated with IFNγ (Thermo Fisher Scientific, Waltham, MA, USA) to enhance
PD-L1 expression. To investigate the effect of IFNγ, the final concentrations of IFNγ were
adjusted to 0, 6.25, 12.5, 25, 50, and 100 ng/mL, and PD-L1 expression was evaluated after
24 h by RT-qPCR. IFNγ was established at a final concentration of 100 ng/mL to assess the
RNAi effects of lipid-siPDL1s.

2.2. RT-qPCR

Total RNA was extracted using an RNeasy Mini Kit (Qiagen, Valencia, CA, USA),
and the yield was determined based on the optical density measured at 260 nm using
NanoDrop Onec (Thermo Fisher Scientific). The primer sequences used for target mR-
NAs were as follows: PD-L1 forward primer, 5′-TGCCGACTACAAGCGAATTACTG-3′;
PD-L1 reverse primer, 5′-CTGCTTGTCCAGATGACTTCGG-3′; B7-H4 forward primer, 5′-
CACCAGGATAACATCTCTCAGTGAA-3′; B7-H4 reverse primer, 5′-TGGCTTGCAGGGT-
AGAATGA-3′; GAPDH forward primer, 5′-ACGACCAAATCCGTTGACTC-3′; GDPDH
reverse primer, 5′-GCTCTCTGCTCCTCCTGTTC-3′. RT-qPCR was performed using a
Thermal Cycler Dice Real-Time System III (Takara Bio, Shiga, Japan) with a Luna Uni-
versal one-step qPCR kit (New England BioLabs, Ipswich, MA, USA) according to the
manufacturer’s protocol.

2.3. Western Blotting Analysis

Briefly, A549, T47D, and 44As3 cells grown to confluence in 6-well plates were lysed
using 500 µL NP40 buffer (Wako) containing 1% protease inhibitors (Wako). Lysis was
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performed on ice for 30 min, and samples were then centrifuged at 1500 rpm for 10 min.
Proteins were separated by 7.5% sodium dodecyl sulfate (SDS)-polyacrylamide gel elec-
trophoresis (PAGE; Nacalai Tesque, Kyoto, Japan). The separated proteins were subse-
quently transferred onto polyvinylidene difluoride membranes (Merck, Darmstadt, Ger-
many). The membranes were blocked with Blocking One (Nacalai Tesque) for 30 min at
room temperature and subsequently incubated overnight at 4 ◦C with specific antibodies
(1:1000) against PD-L1 (E1L3N® XP® Rabbit mAb [HRP Conjugate], Cell Signaling Tech-
nology, MA, USA), β-actin (Monoclonal Anti-β-Actin antibody, Sigma-Aldrich, St. Louis,
MO, USA). Subsequently, the membranes were incubated with horseradish peroxidase-
conjugated secondary antibodies (1:10,000), specifically anti-mouse (Cytiva, Wilmington,
DE, USA). The resultant signals were visualized using the ECL Prime Western blotting
Detection Reagent (Cytiva).

2.4. Design and Synthesis of Lipid-siRNAs

siRNAs comprising 21 base pairs with a 2-nucleotide extension at the 3′ end were
designed to specifically target PD-L1 (siPDL1) and B7-H4 (siB7H4) genes. A control siRNA
(siCtrl; Santa Cruz Biotechnology, Dallas, TX, USA) that did not show homology with
any eukaryotic genes was used as a negative control. siRNAs or single-stranded RNAs
(ssRNAs) with amino acid modifications were purchased from Dharmacon (Lafayette,
CO, USA) or Integrated DNA Technologies (IDT, Coralville, IA, USA). Palmitic acid (C16),
stearic acid (C18), oleic acid (Ole), and linoleic acid (Lio) were conjugated to the 5′-end of
the sense strand via the amino moieties of the single-stranded RNA. The carbonyl groups
of all fatty acids were esterified with N-hydroxysuccinimide (NHS) ester, which exhib-
ited high reactivity. Briefly, amino-modified ssRNAs (1 mM in water) were reacted with
each fatty acid-NHS ester (100 mM in N,N-dimethylformamide) in isopropanol (Wako)
containing 0.5–1 µL N,N-diisopropylethylamine (Wako) for 16–24 h at room temperature.
The molar ratio of amino-modified ssRNAs to fatty acids was adjusted to 1:100 or 1:50.
Lipid-conjugated ssRNAs were purified using reverse-phase high-performance liquid chro-
matography (RP-HPLC; Shimadzu, Kyoto, Japan). This procedure utilized an octadecylsilyl
column (4.6 × 75 mm, 5 µm; Osaka Soda, Osaka, Japan) and a linear gradient ranging from
7 to 70% acetonitrile (Wako) in 20 mM triethylammonium acetate (Wako) over a 40-min
duration (pH 7.0). The purity and molecular weight of the conjugates were confirmed using
RP-HPLC and matrix-assisted laser desorption/ionization-time of flight mass spectrometry
(MALDI-TOF MS) (MALDI-7090; Shimadzu, Kyoto, Japan). The conjugate yields were
determined by spectrophotometric analysis based on absorption at 260 nm using a V-670
spectrophotometer (JASCO, Tokyo, Japan). Double-stranded lipid-conjugated siRNAs
were synthesized by combining lipid-conjugated ssRNAs with equimolar quantities of
single-antisense stranded RNA (asRNA). Subsequently, the resultant unmodified and lipid-
conjugated siRNAs were subjected to quality assessment and dimensional analysis using
20% PAGE. siRNAs conjugated to siPDL1 and siB7H4 with C16, C18, Ole, and Lio were
designated as C16-siPDL1, C16-siB7H4, C18-siPDL1, C18-siB7H4, Ole-siPDL1, Ole-siB7H4,
Lio-siPDL1, and Lio-siB7H4, respectively.

2.5. Lipid-siPDL1s-Induced Suppression of Immune Checkpoint Gene Expression

To assess the RNAi effect of unmodified siRNAs and lipid-siRNAs targeting PD-L1
(siPDL1 and lipid-siPDL1s) and B7-H4 (siB7H4 and lipid-siB7H4s), experiments were
performed using Lipofectamine RNAiMAX (LFRNAi; Thermo Fisher Scientific). Briefly,
A549, T47D, and 44As3 cells were cultured at a concentration of 5 × 104 cells per 0.5 mL
RPMI-1640 medium in each well of a 48-well plate. The cells were incubated at 37 ◦C in an
atmosphere containing 5% CO2 and 95% air. siRNAs and lipid-siRNAs were pre-incubated
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with LFRNAi (0.75 µL/well) in 25 µL/well Opti-MEM (Thermo Fisher Scientific) for 20 min.
Next, 25 µL of the mixture was added to each well of a 48-well microplate, followed by the
addition of 225 µL of OptiMEM per well; the final concentration of siRNA or lipid-siRNAs
was 50 nM. siCtrl was used as a negative control and subjected to identical treatments.
The culture medium was replaced with fresh culture medium 24 h after the addition of
siRNAs and lipid-siRNAs, and cells were cultured in a humidified atmosphere (5% CO2,
37 ◦C) for 24, 48, and 72 h for RNAi analysis. The in vitro RNAi potency of siRNA and
lipid-siRNAs against PD-L1 and B7-H4 was evaluated by quantitatively measuring their
mRNA levels using RT-qPCR. The RNAi potency of siRNA and lipid-siRNAs was assessed
as a percentage of control cells treated with siCtrl after each sample was calibrated using
glyceraldehyde-3-phosphate dehydrogenase (GAPDH) as an internal control. To examine
RNAi effects in the PD-L1 high expression state induced by IFNγ stimulation, cells were
treated with siPDL1 and lipid-siPDL1s following the aforementioned protocol, with the
IFNγ concentration consistently maintained at 100 ng/mL.

2.6. Lipid-siPDL1s-Induced Inhibition of Immune Checkpoint Protein Expression

To visualize PD-L1 expression on the cell surface, A549, T47D, and 44As3 cells were
stained with Alexa-488 labeled anti-PD-L1 antibody (Alexa Fluor® 488 Anti-PD-L1 anti-
body; Abcam, Cambridge, UK). Stained cells were observed under a confocal fluorescence
microscope (FV1000; Evident, Tokyo, Japan). A549, T47D, and 44As3 cells were pre-
seeded on 35 mm glass-bottom dishes (AGC Techno Glass, Shizuoka, Japan) and incubated
overnight at 37 ◦C. Each cancer cell line was transfected with siPDL1 and lipid-siPDL1s
using LFRNAi. Subsequently, Alexa Fluor® 488 Anti-PD-L1 antibody was used to assess
the cell surface expression of PD-L1 at 48 and 96 h post-transfection. The concentration of
siPDL1s and lipid-siPDL1s was 50 nM, and transfection was performed as described in
the experiment for siRNA effects described above. siCtrl was used as a negative control
and subjected to identical treatments. Cells were prepared for confocal fluorescence mi-
croscopy as follows: first, the cells were washed three times with PBS (-) and fixed with
4% paraformaldehyde phosphate buffer solution (Wako) for 15 min. The cells were then
washed three times with 0.5% bovine serum albumin (BSA; Wako)/PBS (-) solution and
incubated with Alexa Fluor® 488 Anti-PD-L1 antibody diluted 1:100 in 5% BSA/PBS (-)
solution at room temperature for 1 h. Simultaneously, cells were stained with MitoTracker
Red CMXRos (Thermo Fisher Scientific) and Hoechst 33342 (Thermo Fisher Scientific) to
visualize the mitochondria and nucleus. The cells were subsequently washed three times
with PBS (-), and their respective fluorescence signals were observed using a confocal
fluorescence microscope. Hoechst, Alexa-488, and MitoTracker fluorescent signals were
excited using 405, 473, and 559 nm lasers, respectively.

Western blotting was performed to analyze the siPDL1- and lipid-siPDL1s-mediated
suppression of immune checkpoint protein expression in cells. The concentration of siPDL1
and lipid-siPDL1s was 50 nM, and transfection was performed as described above. The
same treatment was performed using siCtrl as the negative control. Cells were subsequently
lysed at 48 and 96 h post-transfection, and PD-L1 protein expression was verified in each
sample by western blotting analysis described above.

2.7. Statistical Analysis

Data were analyzed using unpaired t-tests. Data values are expressed as mean ± stan-
dard deviation (SD). A p value < 0.05 was deemed statistically significant.
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3. Results
3.1. Synthesis of Lipid-siRNAs

We designed siRNAs (siPDL1 and siB7H4) targeting PD-L1 and B7-H4, respectively.
Lipid-ssRNAs (lipid-ssPDL1s and lipid-ssB7H4s) were synthesized by covalently attaching
fatty acids to the 5′-terminus of the sense strand of designed siRNAs (Figures 1A and S1).
The fatty acids conjugated to ssRNAs included palmitic, stearic, oleic, and linoleic acids.
The synthesized lipid-ssRNAs were purified using RP-HPLC, resulting in high-purity lipid
ssRNAs (Figures 1B and S1A). High-performance liquid chromatography analysis using
an octadecylsilyl column revealed that elution times varied according to the properties
of the attached fatty acids. C18-ssRNA bound to stearic acid, a saturated fatty acid with
an extended carbon chain, exhibited the longest elution time (32.4 min), whereas Lio-
ssRNA bound to linoleic acid, an unsaturated fatty acid containing 18 carbon atoms, had
the shortest elution time (28.7 min). The molecular weights of purified lipid-ssRNAs
were analyzed using MALDI-TOF MS and were in accordance with the calculated values
(Table 1 and Figure S2). Synthesized lipid-ssRNAs were annealed using antisense strands to
produce double-stranded lipid-siRNAs (lipid-siPDL1s and lipid-siB7H4s). The sequences
of siPDL1 and siB7H4, as well as the structures of the lipid-siRNAs, are illustrated in
Figures 1C and S1B. PAGE was performed to analyze the purity of each lipid-siRNAs
(Figure 1D). In PAGE analysis, lipid-siRNAs showed an upward movement based on their
molecular weights. We evaluated the effects of these lipid-siRNAs on PD-L1 and B7-H4
expression in A549, T47D, and 44As3 cancer cell lines.
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Figure 1. Synthesis (A), reverse-phase high-performance liquid chromatography (RP-HPLC) pro-
files (B), sequences and structures (C), and polyacrylamide gel electrophoresis (PAGE) analysis of
lipid-siPDL1s targeting PD-L1 mRNA (D). Lipid-ssPDL1s were synthesized using a simple conjuga-
tion method [43]. Fatty acids were conjugated to the 5′-end of the sense strand via an amino linker.
RP-HPLC was performed using an octadecylsilyl column (4.6 × 75 mm I.D., 5 µm) and a linear gradi-
ent of acetonitrile at concentrations varying from 7 to 70% over 40 min in 100 mM triethylamine acetate
(pH 7.0). The elution time depends on the nature of conjugated lipids. The purified lipid-ssPDL1
is double-stranded with the antisense strand, and PAGE analysis confirmed sufficient purity of the
resulting lipid-siPDL1s. Original western blot images can be found at Supplementary Materials.
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Table 1. Characterization of ssPDL1 and lipid-ssPDL1s.

Conjugate ssRNA Conjugated Fatty Acid HPLC Retention
Time a (min)

MALDI-TOF MS b

Found/Calcd
Yield c (%)

ssPDL1 ---- 12.9 6704.8/6704.1 ---- d

C16-ssPDL1 Palmitic acid 33.9 7123.9/7121.3 80.5
C18-ssPDL1 Stearic acid 37.6 7150.4/7149.8 49.2
Ole-ssPDL1 Oleic acid 34.8 7147.2/7147.8 83.5
Lio-ssPDL1 Linoleic acid 32.8 7146.7/7145.8 62.5

a Linear gradient of CH3CN at concentrations varying from 7 to 70% over 40 min in 100 mM TEAA (pH 7.0) using
an octadecylsilyl column. b A saturated solution of 2,4,6-trihydroxyacetophenone in 50 mg/mL diammonium hy-
drogen citrate in 50% acetonitrile was used as the matrix. c Overall product yields were determined by measuring
the absorbance at 260 nm after high-performance liquid chromatography (HPLC) purification. d Purified ssRNA
was purchased. MALDI-TOF MS, matrix-assisted laser desorption/ionization-time of flight mass spectrometry.

3.2. Differential Expression of Immune Checkpoints in Cancer Cells

We investigated differential mRNA expression of PD-L1 and B7-H4 in three cancer
cell lines: lung cancer (A549), breast cancer (T47D), and scirrhous gastric cancer (44As3).
RT-qPCR analysis was performed to quantify the relative expression levels of PD-L1 and B7-
H4 mRNA in T47D and 44As3 cells compared with those in A549 cells (Figures 2 and S2).
Characteristic immune checkpoint expression was observed in all three cancer cell lines.
Regarding PD-L1 mRNA expression, 44As3 cells exhibited the highest levels among the
three cancer cell lines, with approximately 20-fold higher expression than A549 cells
(Figure 2). On the other hand, PD-L1 expression in T47D cells was almost similar to that
observed in A549 cells. Upon comparing the expression of B7-H4 mRNA in the three cancer
cell lines, T47D cells exhibited approximately 10-fold higher B7-H4 mRNA expression than
A549 cells (Figure S3). Conversely, 44As3 cells, with a notably high PD-L1 expression, had
significantly reduced B7-H4 mRNA levels—approximately 0.35 times lower than in A549
cells. Herein, we synthesized siRNAs and lipid-siRNAs targeting PD-L1 and B7-H4 and
examined their RNAi effects in three cell lines.
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Figure 2. Relative PD-L1 mRNA expression in A549, T47D, and 44As3 cells. PD-L1 mRNA was eval-
uated in A549 cells and compared with that in T47D and 44As3 cell lines using RT-qPCR. Cancer 

Figure 2. Relative PD-L1 mRNA expression in A549, T47D, and 44As3 cells. PD-L1 mRNA was
evaluated in A549 cells and compared with that in T47D and 44As3 cell lines using RT-qPCR.
Cancer cell lines exhibit differential PD-L1 expression. Comparing the three cancer cell lines, PD-L1
expression is the highest in 44As3 cells. Data are presented as the mean ± SD of three independent
experiments (*** p < 0.001 vs. A549; t-test). PD-L1, Programmed death 1 ligand; RT-qPCR, reverse
transcription-quantitative PCR.
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3.3. RNAi Efficacy of Lipid-siRNAs Targeting PD-L1 and B7-H4 in Cancer Cells

The effects of siRNAs and lipid-siRNAs on PD-L1 and B7-H4 expression in A549,
T47D, and 44As3 cells were investigated (Figures 3 and S4). The knockdown effects were
evaluated by performing RT-qPCR 24 h after the transfection of target cells. Based on the
results, siPDL1 suppressed PD-L1 expression by approximately 60% in A549 and T47D
cells and by approximately 50% in 44As3 cells compared with the control (siCtrl). Lipid-
siPDL1s demonstrated superior gene knockdown effects than siPDL1 in the A549, T47D,
and 44As3 cell lines. Lipid-siPDL1s exerted the most pronounced suppression of PD-L1
gene expression in T47D cells, reducing expression by 80-90% compared with siCtrl-treated
cells. Lipid-siPDL1s also exhibited potent RNAi efficacy against both the A549 and 44As3
cell lines, reducing PD-L1 gene expression by approximately 70%. In addition, we examined
the RNAi effects on B7-H4 expression. siB7H4 and lipid-siB7H4s induced markedly potent
RNAi effects in downregulating B7-H4 gene expression in the A549, T47D, and 44As3 cell
lines (Figure S4). siB7H4 suppressed B7-H4 mRNA expression by approximately 70% in
A549, T47D, and 44As3 cells, whereas lipid-siB7H4s suppressed B7-H4 mRNA expression
by approximately 80%, exerting a more potent RNAi effect than siB7H4. Thus, lipid-siRNAs
exhibited enhanced RNAi effects compared with unmodified siRNA across all cell types
and target genes examined in this study.
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Figure 3. RNAi efficacy of siPDL1 and lipid-siPDL1s against A549 (A), T47D (B), and 44As3 (C)
cells. The RNAi effects of siPDL1 and lipid-siPDL1s vary across the different cell types. siPDL1 and
lipid-siPDL1s suppress PD-L1 expression by 60–80% in A549, 60–90% in T47D, and 50–80% in 44As3
cells compared to siCtrl-treated cells. For all cell lines, lipid-siPDL1s exhibit stronger RNAi effects
than siPDL1. Data are presented as the mean ± SD of 3–5 independent experiments (** p < 0.01,
*** p < 0.001 vs. siPDL1; t-test). PD-L1, Programmed death 1 ligand; RNAi, RNA interference.

3.4. IFNγ Stimulation Induces Increased PD-L1 Expression in Cancer Cells

We investigated the variation in PD-L1 expression in A549, T47D, and 44As3 cell lines
upon IFNγ stimulation (Figure 4). IFNγ stimulation upregulated PD-L1 expression in all
three cancer cell lines. Stimulation with 100 ng/mL IFNγ resulted in approximately a 5-
to 20-fold increase in PD-L1 expression than that under unstimulated conditions. Even
exposure to low concentrations of IFNγ (6.25 ng/mL) also increased PD-L1 expression in
cancer cells. Notably, A549 and T47D cells, which originally expressed relatively low PD-L1
levels, showed up to a 20-fold increase in PD-L1 expression following IFNγ stimulation
at 100 ng/mL concentration. Furthermore, 44As3 cells, which originally expressed high
PD-L1 levels, showed up to a 5-fold increase in PD-L1 expression under the same conditions
(Figure 4A). This difference in sensitivity to IFNγ between cancer cells is dependent on
the baseline PD-L1 expression level. Specifically, PD-L1 expression in 44As3 cells, which
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initially exhibit high PD-L1 levels, does not fluctuate greatly upon IFNγ stimulation,
whereas A549 and T47D cells, which initially have low PD-L1 levels, show a significant
increase in PD-L1 expression in response to IFNγ stimulation. Interestingly, 44As3 exhibited
the highest PD-L1 expression among the three cancer cell lines following IFNγ stimulation
at 100 ng/mL with levels approximately 15-fold higher than those observed in A549
and T47D cells (Figure 4B). Additionally, T47D cells exhibited PD-L1 expression patterns
comparable to those of A549 cells upon IFNγ stimulation. We performed western blot
analysis to determine PD-L1 protein levels. Consistent with the RT-qPCR results, PD-
L1 protein levels were elevated in IFNγ-stimulated cells compared with those in non-
stimulated cells, with 44As3 cells exhibiting the highest PD-L1 protein levels upon IFNγ

stimulation (Figure 4C). Accordingly, the RNAi effects of lipid-siPDL1s were examined at
the highest PD-L1 expression level in each cancer cell line stimulated with 100 ng/mL IFNγ.
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Figure 4. Alterations in PD-L1 expression in A549, T47D, and 44As3 cell lines following IFNγ stimu-
lation. A549, T47D, and 44As3 cells exhibit a 5- to 20-fold increase in PD-L1 expression upon IFNγ

stimulation (A). Among the three cell types, 44As3 cells exhibit the highest PD-L1 mRNA expres-
sion (B), even upon IFNγ stimulation. Western blot analysis (C) demonstrates increased PD-L1 protein
expression in each cancer cell line following IFNγ stimulation. Data are presented as the mean ± SD
of three independent experiments (*** p < 0.001 vs. A549; t-test). IFNγ, interferon-gamma; PD-L1,
Programmed death 1 ligand. Original western blot images can be found at Supplementary Materials.

3.5. Inhibition of PD-L1 mRNA Expression Using Lipid-siPDL1s Under Upregulated
PD-L1 Conditions

To investigate the RNAi efficacy of siPDL1 and lipid-siPDL1s under conditions of
elevated PD-L1 expression, we stimulated A549, T47D, and 44As3 cell lines with IFNγ at a
concentration of 100 ng/mL. RT-qPCR analysis was performed to evaluate the suppression
of PD-L1 expression in each cell type at 24, 48, and 72 h post-treatment with siPDL1 and
lipid-siPDL1s (Figure 5). In all cell lines, siPDL1 and lipid-siPDL1s significantly inhibited
PD-L1 expression compared with siCtrl, and this effect persisted for up to 72 h post-
treatment. In A549 cells, which exhibited PD-L1 expression elevated by ~20-fold upon
IFNγ stimulation at 100 ng/mL, siPDL1 inhibited PD-L1 expression by approximately
60–70% at 24 and 48 h post-treatment and by approximately 80% at 72 h post-treatment
compared with siCtrl (Figure 5A). Lipid-siPDL1s demonstrated stronger RNAi effects
and superior persistence, suppressing PD-L1 expression by approximately 80% at 24 and
48 h post-treatment and by more than 90% at 72 h post-treatment, exceeding the gene
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expression suppression effect of siPDL1 under all experimental conditions. In T47D cells, a
similar 20-fold increase in PD-L1 expression was observed following IFNγ stimulation, as
evidenced in A549 cells; siPDL1 treatment suppressed PD-L1 expression by approximately
50, 45, and 40% at 24, 48, and 72 h, respectively, compared with siCtrl, with the effect
diminishing gradually (Figure 5B). Conversely, lipid-siPDL1s significantly suppressed PD-
L1 expression in T47D cells, reducing expression by 70–80% within 24–72 h post-treatment,
with no decline in RNAi efficacy over extended incubation. In 44As3 cells, which typically
exhibit high PD-L1 levels and a 5-fold increase upon IFNγ stimulation, both siPDL1 and
lipid-siPDL1s significantly inhibited PD-L1 expression (Figure 5C). Application of siPDL1
to 44As3 cells reduced PD-L1 expression by approximately 60% at 24 h and 70% at both
48 and 72 h post-treatment compared with siCtrl. Lipid-siPDL1s exerted a stronger RNAi
effect than siPDL1 on 44As3 cells, suppressing PD-L1 expression by approximately 80% at
24–72 h after treatment.

Thus, despite differences in the effects depending on the nature of cells with distinct
IFNγ sensitivities, both siPDL1 and lipid-siPDL1s strongly suppressed targeted PD-L1
expression. In particular, lipid-siPDL1s exerted a more significant RNAi effect than siPDL1
under all conditions.

3.6. Suppression of Elevated Cell Surface PD-L1 Protein Expression by Lipid-siPDL1s

The inhibitory effect of siPDL1 and lipid-siPDL1s on PD-L1 protein expression in
cancer cells upon IFNγ stimulation was examined by performing confocal fluorescence
microscopy (Figure 6) and western blot analysis (Figure 7). In both analyses, siPDL1 and
lipid-siPDL1s were transfected with LFRNAi and subsequently evaluated 48 and 96 h
post-transfection.

Confocal microscopy analysis was performed to assess PD-L1 protein expression in
A549, T47D, and 44As3 cell lines following IFNγ stimulation using fluorescent-labeled
anti-PD-L1 antibodies for visualization (Figure 6). According to confocal microscopy analy-
sis, the relative expression level of PD-L1 mRNA in each cancer cell line correlated with
the fluorescence intensity of the anti-PD-L1 antibody, with a lower anti-PD-L1 antibody
fluorescence intensity detected in siCtrl-treated A549 cells and a higher intensity detected
in 44As3 cells. In A549 cells, siPDL1 and lipid-siPDL1s significantly reduced PD-L1 ex-
pression at 48 and 96 h post-transfection. Cells treated with lipid-siPDL1s conjugated with
stearic, oleic, and linoleic acids (18 carbon chains) exhibited almost no anti-PD-L1 antibody-
induced fluorescence at 48 and 96 h, indicating a significant reduction in PD-L1 protein on
A549 cell surfaces. siCtrl-treated T47D cells exhibited marked anti-PD-L1 antibody fluores-
cence intensity, suggesting that PD-L1 was highly expressed on the surface of T47D cells.
Compared with siCtrl-treated cells, T47D cells transfected with siPDL1 and lipid-siPDL1s
exhibited reduced anti-PD-L1 antibody fluorescence intensity. Lipid-siPDL1s-treated cells
exhibited significantly reduced anti-PD-L1 antibody fluorescence intensity compared with
siPDL1-treated cells, indicating that lipid-siPDL1s strongly suppressed PD-L1 protein on
the surface of T47D cells. The knockdown effect differed with incubation time, with the
anti-PD-L1 antibody fluorescence decreasing at 48 h post-transfection compared with that
at 96 h post-transfection. In 44As3 cells, which exhibited higher PD-L1 mRNA expression
than other cells, significant anti-PD-L1 antibody fluorescence intensity was observed at the
cell membrane of siCtrl-treated cells. Both siPDL1 and lipid-siPDL1s induced notable RNAi
effects in 44As3 cells, leading to reduced fluorescence intensity near the cell membrane of
treated cells. In particular, lipid-siPDL1s-treated cells exhibited a significant reduction in
fluorescence around the cell membrane, indicating reduced PD-L1 expression on the 44As3
cell surface. Moreover, the anti-PD-L1 antibody fluorescence intensity diminished 96 h after
lipid-siPDL1s treatment, revealing that lipid-siPDL1s prolonged the PD-L1 knockdown effect.
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Figure 5. RNAi efficacies of siPDL1 and lipid-siPDL1s in A549 (A), T47D (B), and 44As3 (C) cell
lines upon IFNγ-induced PD-L1 upregulation. Both siPDL1 and lipid-siPDL1s exhibit significant
RNAi effects on cancer cells with high PD-L1 expression levels at 24–72 h post-treatment. siPDL1
and lipid-siPDL1s suppress PD-L1 expression by 60–90% in A549, 40–80% in T47D, and 60–80% in
44As3 cells compared with that in siCtrl-treated cells. Lipid-siPDL1s exert stronger RNAi effects than
siPDL1 under all experimental conditions, with variations depending on IFNγ sensitivity. Data are
presented as the mean ± SD of 3–5 independent experiments (ns = not significant, * p < 0.05, ** p < 0.01,
*** p < 0.001 vs. siPDL1; t-test). IFNγ, interferon-gamma; PD-L1, Programmed death 1 ligand.
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Figure 6. Confocal microscopy analysis of the effects of lipid-siPDL1s (50 nM) knockdown on
IFNγ-stimulated PD-L1 protein expression in A549 (A), T47D (B), and 44As3 (C) cells after 48 and
96 h. Although cancer cells were stimulated with IFNγ (100 ng/mL) and exhibited high PD-L1
expression, siPDL1 and lipid-siPDL1s suppress the surface PD-L1 protein expression in these cells.
In particular, lipid-siPDL1s strongly suppress cell surface PD-L1 protein, and the effect is long-
lasting. Blue fluorescence (Hoechst33342) indicates nuclei; green fluorescence (Alexa-488 labeled
anti-PD-L1 antibody) indicates PD-L1 on cancer cells; red fluorescence (MitoTracker Red) indicates
mitochondria, and the merged images show the overlay of blue, green, and red fluorescence. IFNγ,
interferon-gamma; PD-L1, Programmed death 1 ligand.
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more, we verified the RNAi effect of lipid-siPDL1s under IFNγ-induced elevated PD-L1 
expression and examined its potential as a novel immune checkpoint inhibitor. 

Herein, we examined the expression of immune checkpoints in A549, T47D, and 
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Figure 7. Western blot analysis of the inhibitory effect of lipid-siPDL1s on PD-L1 protein expression in
A549 (A), T47D (B), and 44As3 (C) cells overexpressing PD-L1. Cells treated with siCtrl show strong
expression of PD-L1 protein, accompanied by the detection of a strong signal; however, cells treated
with lipid-siPDLs exhibit weaker expression of PD-L1 protein, and the effects of mRNA knockdown
correlating with the suppression of PD-L1 protein expression. Original western blot images can be
found at Supplementary Materials.

We performed western blotting analysis to evaluate the expression of PD-L1 protein
in each sample, normalizing expression to that of β-actin as an endogenous control protein
(Figure 7). siCtrl-transfected cells exhibited strong PD-L1 protein expression, as confirmed
by a strong signal in western blot analysis. PD-L1 protein expression was significantly
suppressed in siPDL1- and lipid-siPDL1s-transfected cells compared with that in siCtrl-
transfected cells, and a weak signal was detected using western blot analysis. In addition,
lipid-siPDL1s-transfected cells exhibited relatively weaker PD-L1 protein signals than
siPDL1-transfected cells, which was almost consistent with the results of suppressed PD-L1
mRNA expression determined by RT-qPCR analysis and PD-L1 protein expression by
confocal microscopy. Western blotting further corroborated the sustained lipid-siPDL1s-
induced inhibition of PD-L1 protein expression, indicating the efficacy of lipid-siPDL1s.
Accordingly, confocal microscopy and western blotting analyses demonstrated that siPDL1
and lipid-siPDL1s reduced PD-L1 mRNA and protein expression in cancer cells.

4. Discussion
In this study, we analyzed changes in the expression of immune checkpoints (PD-L1

and B7H4) in lung (A549), breast (T47D), and scirrhous gastric (44As3) cancer cells, along
with the inhibitory effects of siRNAs and lipid-siRNAs on these checkpoints. Further-
more, we verified the RNAi effect of lipid-siPDL1s under IFNγ-induced elevated PD-L1
expression and examined its potential as a novel immune checkpoint inhibitor.

Herein, we examined the expression of immune checkpoints in A549, T47D, and 44As3
cell lines and found that cancer cells can modulate their utilization of immune checkpoints
in a complex manner. For example, T47D cells have relatively low expression of PD-L1
but high expression of B7-H4, while 44As3 cells exhibit high PD-L1 expression but low
B7-H4 expression. In our previous studies, we demonstrated that 44As3 cells represent
a relatively high-grade scirrhous gastric carcinoma and induce peritoneal dissemination
when transplanted orthotopically into nude mice [49,50]. These highly malignant 44As3
cells exhibited a notable upregulation in PD-L1 expression compared with other cancer
cells. These findings have important implications for the selection of immune checkpoint
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inhibitors. In this study, we also investigated IFNγ-stimulated changes in PD-L1 expression
in each cancer cell line. Despite variations in IFNγ sensitivity among the three cancer cell
lines, PD-L1 expression was upregulated in all examined cells. The expression of PD-L1 in
each cancer cell type was upregulated even at low concentrations of IFNγ (6.25 ng/mL),
suggesting that cancer cells are sensitive to IFNγ stimulation. These findings indicate
that despite exhibiting low PD-L1 expression, cancer cells can manifest substantial PD-L1
levels in vivo upon stimulation with T cell-derived IFNγ, consequently circumventing T
cell-mediated attacks, which has important implications for selecting immune checkpoint
inhibitors. In vivo IFNγ stimulation can substantially elevate tumor PD-L1 expression,
confounding the assessment of therapeutic efficacy and selection of antibody drugs based
on PD-L1 and other tumor factors used as immune checkpoint inhibitors in clinical settings.

Therefore, we focused on siRNA-mediated target mRNA cleavage and hypothesized
that robust knockdown of PD-L1 mRNA, with or without IFNγ stimulation, would also
suppress PD-L1 expression on cancer cell surfaces. We initially evaluated the efficacy
of PD-L1 mRNA knockdown by siPDL1 and lipid-siPDL1s in cancer cells without IFNγ

stimulation. The results demonstrated that PD-L1 mRNA expression was downregulated
in all cancer cell lines, with lipid-siPDL1s eliciting a more pronounced effect than siPDL1.
In addition, siB7H4 and lipid-siB7H4s potently knocked down B7-H4 expression, with
lipid-siB7H4s showing superior efficacy. siRNAs targeting mRNAs can be easily designed
to match the target and, as demonstrated in this study, exert a strong knockdown effect
regardless of whether the target is PD-L1 or B7-H4. Our previous studies have revealed
that lipid-siRNAs exhibit a stronger knockdown effect than unmodified siRNAs [44]. In
particular, among the 16 types of lipid-siRNAs developed to date, C16-siRNA, C18-siRNA,
Ole-siRNA, and Lio-siRNA exhibit potent RNAi effects [43]. Previous studies have shown
that lipid-siRNAs conjugated with fatty acids containing 16–18 carbons exhibit moderate
interactions with LFRNAiMAX and superior cellular transduction, indicating efficient
release into cells, in contrast to lipid-siRNA conjugated with long-chain fatty acids and
trans-fatty acids. Therefore, in this study, we investigated the inhibitory effects of C16-
siRNA, C18-siRNA, Ole-siRNA, and Lio-siRNA on PD-L1 expression in each cancer cell
line. The lipid-siPDL1s and lipid-sB7H4s used in the present study were validated as siRNA
conjugates, demonstrating strong RNAi-induced knockdown in cancer cells, surpassing
the effects of unmodified siPDL1 and siB7H4. Furthermore, the lipid-siPDL1-mediated
knockdown effect remained robust even upon stimulation of cancer cells with IFNγ to
induce high PD-L1 expression, consistently reducing PD-L1 mRNA levels regardless of its
expression levels. Additionally, the knockdown of PD-L1 mRNA expression in cancer cells
exhibited sustained efficacy, with lipid-siPDL1s demonstrating robust RNAi effects even in
the presence of elevated PD-L1 mRNA expression following prolonged IFNγ stimulation.
Lipid-siPDL1s markedly suppressed PD-L1 protein expression across all three cancer cell
types, even when IFNγ stimulation enhanced PD-L1 expression, with the inhibitory effect
lasting for at least 96 h.

Recently, Ganesh et al. investigated an in vivo combination therapy using standard-
of-care immune checkpoint inhibitors alongside chemically stabilized acylated siRNAs
targeting signal transducer and activator of transcription 3 and PD-L1 genes, reporting
excellent antitumor effects [51]. This study provides substantial evidence supporting the
potential of siRNA conjugates, including lipid-siRNAs, as novel immune checkpoint in-
hibitors targeting immune checkpoints such as PD-L1. Furthermore, our research group has
recently achieved success in synthesizing lipid-siRNA conjugates incorporating chemically
modified nucleic acids, such as 2′-O-M and 2′-F. Further development of this research is
expected in the future.
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5. Conclusions
Cancer cells may adeptly employ various immune checkpoint molecules, including

PD-L1 and B7-H4. PD-L1 expression is further upregulated by IFNγ stimulation. Thus,
the interplay of factors like immune checkpoint types expressed in tumors, their baseline
expression levels, and changes with and without IFNγ stimulation can complicate cancer
therapy using immune checkpoint inhibitors such as antibody-based drugs. In this study,
we investigated the inhibitory effects of lipid-siPDL1s on PD-L1 gene and protein expression
in various cancer cells. Lipid-siPDL1 strongly suppressed PD-L1 expression at both mRNA
and protein levels, regardless of cancer cell type or baseline PD-L1 expression. This mRNA
targeting approach using lipid-siRNA conjugates effectively could suppress all B7 family
members, including PD-L1, for a prolonged period, regardless of cancer type or immune
checkpoint expression levels. Thus, lipid-siRNA-based technologies hold the potential
to be developed as novel immune checkpoint inhibitors capable of replacing traditional
antibody-based inhibitors.
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Figure S3: Relative B7-H4 expression in A549, T47D, and 44As3 cells; Figure S4: RNAi efficacy of
siB7H4 and lipid-siB7H4s against A549, T47D, and 44As3 cells; and original images of PAGE and
Western Blots.
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ASGPR Asialoglycoprotein receptor
asRNA Single-antisense stranded RNA
BSA Bovine serum albumin
C16 Palmitic acid
C18 Stearic acid
Chol-siRNA Cholesterol-siRNA
CPP Cell-penetrating peptide
FBS Fetal bovine serum
GalNAc N-acetylgalactosamine
GAPDH Glyceraldehyde-3-phosphate dehydrogenase
IFNγ Interferon gamma
LFRNA Lipofectamine RNAiMAX
Lio Linoleic acid
Lipid-siRNAs Lipid-siRNA conjugates
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MALDI-TOF MS Matrix-assisted laser desorption/ionization-time of flight mass spectrometry
NHS N-hydroxysuccinimide
Ole Oleic acid
PAGE Polyacrylamide gel electrophoresis
PD-1 Programmed cell death 1
PD-L1 Programmed death 1 ligand
RNAi RNA interference
RP-HPLC Reverse-phase high-performance liquid chromatography
RT-qPCR Reverse transcription-quantitative polymerase chain reaction
SDS Sodium dodecyl sulfate
siRNAs Small interfering RNA
ssRNAs Single-stranded RNAs

References
1. Borkner, L.; Kaiser, A.; van de Kasteele, W.; Andreesen, R.; Mackensen, A.; Haanen, J.B.; Schumacher, T.N.; Blank, C. RNA

interference targeting programmed death receptor-1 improves immune functions of tumor-specific T cells. Cancer Immunol.
Immunother. 2010, 59, 1173–1183. [CrossRef]

2. Lian, S.; Xie, R.; Ye, Y.; Lu, Y.; Cheng, Y.; Xie, X.; Li, S.; Jia, L. Dual blockage of both PD-L1 and CD47 enhances immunotherapy
against circulating tumor cells. Sci. Rep. 2019, 9, 4532. [CrossRef] [PubMed]

3. Sanmamed, M.F.; Chen, L. A Paradigm Shift in Cancer Immunotherapy: From Enhancement to Normalization. Cell 2018, 175,
313–326. [CrossRef]

4. Bolandi, N.; Derakhshani, A.; Hemmat, N.; Baghbanzadeh, A.; Asadzadeh, Z.; Afrashteh Nour, M.; Brunetti, O.; Bernardini, R.;
Silvestris, N.; Baradaran, B. The Positive and Negative Immunoregulatory Role of B7 Family: Promising Novel Targets in Gastric
Cancer Treatment. Int. J. Mol. Sci. 2021, 22, 10719. [CrossRef] [PubMed]

5. Blank, C.; Brown, I.; Peterson, A.C.; Spiotto, M.; Iwai, Y.; Honjo, T.; Gajewski, T.F. PD-L1/B7H-1 inhibits the effector phase of
tumor rejection by T cell receptor (TCR) transgenic CD8+ T cells. Cancer Res. 2004, 64, 1140–1145. [CrossRef] [PubMed]

6. Garcia-Diaz, A.; Shin, D.S.; Moreno, B.H.; Saco, J.; Escuin-Ordinas, H.; Rodriguez, G.A.; Zaretsky, J.M.; Sun, L.; Hugo, W.;
Wang, X.; et al. Interferon Receptor Signaling Pathways Regulating PD-L1 and PD-L2 Expression. Cell Rep. 2017, 19, 1189–1201.
[CrossRef]

7. Nong, Y.; Qin, H.; Wei, L.; Wei, X.; Lv, J.; Huang, X.; Wu, B. Oxymatrine Inhibits PD-L1 by Downregulating IFN-gamma to
Promote Ferroptosis and Enhance Anti-PD-L1 Efficacy in Liver Cancer. J. Hepatocell. Carcinoma 2024, 11, 2427–2440. [CrossRef]
[PubMed]

8. Fife, B.T.; Pauken, K.E.; Eagar, T.N.; Obu, T.; Wu, J.; Tang, Q.; Azuma, M.; Krummel, M.F.; Bluestone, J.A. Interactions between
PD-1 and PD-L1 promote tolerance by blocking the TCR–induced stop signal. Nature Immunol. 2009, 10, 1185–1192. [CrossRef]
[PubMed]

9. Hata, K.; Nakamura, K.; Maeda, S.; Maeda, M.; Fujio, Y.; Hirobe, S. Infusion-Related Reactions Subsequent to Avelumab,
Durvalumab, and Atezolizumab Administration: A Retrospective Observational Study. Clin. Pract. 2024, 14, 377–387. [CrossRef]
[PubMed]

10. Baxi, S.; Yang, A.; Gennarelli, R.L.; Khan, N.; Wang, Z.; Boyce, L.; Korenstein, D. Immune-related adverse events for anti-PD-1
and anti-PD-L1 drugs: Systematic review and meta-analysis. BMJ 2018, 360, k793. [CrossRef]

11. Hargadon, K.M.; Johnson, C.E.; Williams, C.J. Immune checkpoint blockade therapy for cancer: An overview of FDA-approved
immune checkpoint inhibitors. Int. Immunopharmacol. 2018, 62, 29–39. [CrossRef] [PubMed]

12. Herbst, R.S.; Giaccone, G.; de Marinis, F.; Reinmuth, N.; Vergnenegre, A.; Barrios, C.H.; Morise, M.; Felip, E.; Andric, Z.; Geater,
S.; et al. Atezolizumab for First-Line Treatment of PD-L1-Selected Patients with NSCLC. N. Engl. J. Med. 2020, 383, 1328–1339.
[CrossRef] [PubMed]

13. Powles, T.; Park, S.H.; Voog, E.; Caserta, C.; Valderrama, B.P.; Gurney, H.; Kalofonos, H.; Radulovic, S.; Demey, W.; Ullen, A.;
et al. Avelumab Maintenance Therapy for Advanced or Metastatic Urothelial Carcinoma. N. Engl. J. Med. 2020, 383, 1218–1230.
[CrossRef]

14. Kaufman, H.L.; Russell, J.; Hamid, O.; Bhatia, S.; Terheyden, P.; D’Angelo, S.P.; Shih, K.C.; Lebbe, C.; Linette, G.P.; Milella, M.; et al.
Avelumab in patients with chemotherapy-refractory metastatic Merkel cell carcinoma: A multicentre, single-group, open-label,
phase 2 trial. Lancet Oncol. 2016, 17, 1374–1385. [CrossRef] [PubMed]

15. Antonia, S.J.; Villegas, A.; Daniel, D.; Vicente, D.; Murakami, S.; Hui, R.; Yokoi, T.; Chiappori, A.; Lee, K.H.; de Wit, M.; et al.
Durvalumab after Chemoradiotherapy in Stage III Non-Small-Cell Lung Cancer. N. Engl. J. Med. 2017, 377, 1919–1929. [CrossRef]
[PubMed]

https://doi.org/10.1007/s00262-010-0842-0
https://doi.org/10.1038/s41598-019-40241-1
https://www.ncbi.nlm.nih.gov/pubmed/30872703
https://doi.org/10.1016/j.cell.2018.09.035
https://doi.org/10.3390/ijms221910719
https://www.ncbi.nlm.nih.gov/pubmed/34639059
https://doi.org/10.1158/0008-5472.CAN-03-3259
https://www.ncbi.nlm.nih.gov/pubmed/14871849
https://doi.org/10.1016/j.celrep.2017.04.031
https://doi.org/10.2147/JHC.S492582
https://www.ncbi.nlm.nih.gov/pubmed/39669792
https://doi.org/10.1038/ni.1790
https://www.ncbi.nlm.nih.gov/pubmed/19783989
https://doi.org/10.3390/clinpract14020029
https://www.ncbi.nlm.nih.gov/pubmed/38525708
https://doi.org/10.1136/bmj.k793
https://doi.org/10.1016/j.intimp.2018.06.001
https://www.ncbi.nlm.nih.gov/pubmed/29990692
https://doi.org/10.1056/NEJMoa1917346
https://www.ncbi.nlm.nih.gov/pubmed/32997907
https://doi.org/10.1056/NEJMoa2002788
https://doi.org/10.1016/S1470-2045(16)30364-3
https://www.ncbi.nlm.nih.gov/pubmed/27592805
https://doi.org/10.1056/NEJMoa1709937
https://www.ncbi.nlm.nih.gov/pubmed/28885881


Biomolecules 2025, 15, 293 17 of 18

16. Robert, C.; Long, G.V.; Brady, B.; Dutriaux, C.; Maio, M.; Mortier, L.; Hassel, J.C.; Rutkowski, P.; McNeil, C.; Kalinka-Warzocha, E.;
et al. Nivolumab in previously untreated melanoma without BRAF mutation. N. Engl. J. Med. 2015, 372, 320–330. [CrossRef]

17. Larkin, J.; Chiarion-Sileni, V.; Gonzalez, R.; Grob, J.J.; Rutkowski, P.; Lao, C.D.; Cowey, C.L.; Schadendorf, D.; Wagstaff, J.;
Dummer, R.; et al. Five-Year Survival with Combined Nivolumab and Ipilimumab in Advanced Melanoma. N. Engl. J. Med. 2019,
381, 1535–1546. [CrossRef]

18. Huang, A.C.; Postow, M.A.; Orlowski, R.J.; Mick, R.; Bengsch, B.; Manne, S.; Xu, W.; Harmon, S.; Giles, J.R.; Wenz, B.; et al. T-cell
invigoration to tumour burden ratio associated with anti-PD-1 response. Nature 2017, 545, 60–65. [CrossRef] [PubMed]

19. Wang, T.; Ma, W.; Zou, Z.; Zhong, J.; Lin, X.; Liu, W.; Sun, W.; Hu, T.; Xu, Y.; Chen, Y. PD-1 blockade treatment in melanoma:
Mechanism of response and tumor-intrinsic resistance. Cancer Sci. 2024, 116, 329–337. [CrossRef] [PubMed]

20. Truong, A.S.; Zhou, M.; Krishnan, B.; Utsumi, T.; Manocha, U.; Stewart, K.G.; Beck, W.; Rose, T.L.; Milowsky, M.I.; He, X.; et al.
Entinostat induces antitumor immune responses through immune editing of tumor neoantigens. J. Clin. Investig. 2021, 131,
e138560. [CrossRef] [PubMed]

21. Tang, Q.; Chen, Y.; Li, X.; Long, S.; Shi, Y.; Yu, Y.; Wu, W.; Han, L.; Wang, S. The role of PD-1/PD-L1 and application of
immune-checkpoint inhibitors in human cancers. Front. Immunol. 2022, 13, 964442. [CrossRef]

22. Molenda, S.; Sikorska, A.; Florczak, A.; Lorenc, P.; Dams-Kozlowska, H. Oligonucleotide-Based Therapeutics for STAT3 Targeting
in Cancer-Drug Carriers Matter. Cancers 2023, 15, 5647. [CrossRef] [PubMed]

23. Wang, T.; Tang, Y.; Tao, Y.; Zhou, H.; Ding, D. Nucleic acid drug and delivery techniques for disease therapy: Present situation
and future prospect. Interdiscip. Med. 2024, 2, e20230041. [CrossRef]

24. Zhang, C.; Zhang, B. RNA therapeutics: Updates and future potential. Sci. China Life Sci. 2023, 66, 12–30. [CrossRef]
25. Hu, B.; Zhong, L.; Weng, Y.; Peng, L.; Huang, Y.; Zhao, Y.; Liang, X.J. Therapeutic siRNA: State of the art. Signal Transduct. Target.

Ther. 2020, 5, 101. [CrossRef] [PubMed]
26. Tang, Q.; Khvorova, A. RNAi-based drug design: Considerations and future directions. Nat. Rev. Drug Discov. 2024, 23, 341–364.

[CrossRef] [PubMed]
27. Sneller, L.; Lin, C.; Price, A.; Kottilil, S.; Chua, J.V. RNA Interference Therapeutics for Chronic Hepatitis B: Progress, Challenges,

and Future Prospects. Microorganisms 2024, 12, 599. [CrossRef] [PubMed]
28. Li, M.; Zhu, J.; Lv, Z.; Qin, H.; Wang, X.; Shi, H. Recent Advances in RNA-Targeted Cancer Therapy. Chembiochem 2024, 25,

e202300633. [CrossRef] [PubMed]
29. Fire, A.; Xu, S.; Montgomery, M.K.; Kostas, S.A.; Driver, S.E.; Mello, C.C. Potent and specific genetic interference by double-

stranded RNA in Caenorhabditis elegans. Nature 1998, 391, 806–811. [CrossRef]
30. Chiu, Y.L.; Rana, T.M. RNAi in human cells: Basic structural and functional features of small interfering RNA. Mol. Cell 2002, 10,

549–561. [CrossRef] [PubMed]
31. Kristen, A.V.; Ajroud-Driss, S.; Conceicao, I.; Gorevic, P.; Kyriakides, T.; Obici, L. Patisiran, an RNAi therapeutic for the treatment

of hereditary transthyretin-mediated amyloidosis. Neurodegener. Dis. Manag. 2019, 9, 5–23. [CrossRef]
32. Agarwal, S.; Simon, A.R.; Goel, V.; Habtemariam, B.A.; Clausen, V.A.; Kim, J.B.; Robbie, G.J. Pharmacokinetics and Pharmacody-

namics of the Small Interfering Ribonucleic Acid, Givosiran, in Patients With Acute Hepatic Porphyria. Clin. Pharmacol. Ther.
2020, 108, 63–72. [CrossRef] [PubMed]

33. Garrelfs, S.F.; Frishberg, Y.; Hulton, S.A.; Koren, M.J.; O’Riordan, W.D.; Cochat, P.; Deschenes, G.; Shasha-Lavsky, H.; Saland, J.M.;
Van’t Hoff, W.G.; et al. Lumasiran, an RNAi Therapeutic for Primary Hyperoxaluria Type 1. N. Engl. J. Med. 2021, 384, 1216–1226.
[CrossRef]

34. Iqbal, S.; Sabbour, H.M.; Ashraf, T.; Santos, R.D.; Buckley, A. First Report of Inclisiran Utilization for Hypercholesterolemia
Treatment in Real-world Clinical Settings in a Middle East Population. Clin. Ther. 2024, 46, 186–193. [CrossRef]

35. Merkel, M.; Danese, D.; Chen, C.; Wang, J.; Wu, A.; Yang, H.; Lin, H. Indirect treatment comparison (ITC) of the efficacy of
vutrisiran and tafamidis for hereditary transthyretin-mediated amyloidosis with polyneuropathy. Expert. Opin. Pharmacother.
2023, 24, 1205–1214. [CrossRef] [PubMed]

36. Amrite, A.; Fuentes, E.; Marbury, T.C.; Zhang, S. Safety, Pharmacokinetics, and Exposure-Response Modeling of Nedosiran in
Participants With Severe Chronic Kidney Disease. Clin. Pharmacol. Drug Dev. 2023, 12, 1164–1177. [CrossRef] [PubMed]

37. Springer, A.D.; Dowdy, S.F. GalNAc-siRNA Conjugates: Leading the Way for Delivery of RNAi Therapeutics. Nucleic Acid. Ther.
2018, 28, 109–118. [CrossRef]

38. Jeong, J.H.; Mok, H.; Oh, Y.K.; Park, T.G. siRNA conjugate delivery systems. Bioconjug. Chem. 2009, 20, 5–14. [CrossRef]
39. Haraszti, R.A.; Miller, R.; Didiot, M.C.; Biscans, A.; Alterman, J.F.; Hassler, M.R.; Roux, L.; Echeverria, D.; Sapp, E.; DiFiglia, M.;

et al. Optimized Cholesterol-siRNA Chemistry Improves Productive Loading onto Extracellular Vesicles. Mol. Ther. 2018, 26,
1973–1982. [CrossRef] [PubMed]

40. Wolfrum, C.; Shi, S.; Jayaprakash, K.N.; Jayaraman, M.; Wang, G.; Pandey, R.K.; Rajeev, K.G.; Nakayama, T.; Charrise, K.; Ndungo,
E.M.; et al. Mechanisms and optimization of in vivo delivery of lipophilic siRNAs. Nat. Biotechnol. 2007, 25, 1149–1157. [CrossRef]

https://doi.org/10.1056/NEJMoa1412082
https://doi.org/10.1056/NEJMoa1910836
https://doi.org/10.1038/nature22079
https://www.ncbi.nlm.nih.gov/pubmed/28397821
https://doi.org/10.1111/cas.16398
https://www.ncbi.nlm.nih.gov/pubmed/39601129
https://doi.org/10.1172/JCI138560
https://www.ncbi.nlm.nih.gov/pubmed/34396985
https://doi.org/10.3389/fimmu.2022.964442
https://doi.org/10.3390/cancers15235647
https://www.ncbi.nlm.nih.gov/pubmed/38067351
https://doi.org/10.1002/INMD.20230041
https://doi.org/10.1007/s11427-022-2171-2
https://doi.org/10.1038/s41392-020-0207-x
https://www.ncbi.nlm.nih.gov/pubmed/32561705
https://doi.org/10.1038/s41573-024-00912-9
https://www.ncbi.nlm.nih.gov/pubmed/38570694
https://doi.org/10.3390/microorganisms12030599
https://www.ncbi.nlm.nih.gov/pubmed/38543650
https://doi.org/10.1002/cbic.202300633
https://www.ncbi.nlm.nih.gov/pubmed/37961028
https://doi.org/10.1038/35888
https://doi.org/10.1016/S1097-2765(02)00652-4
https://www.ncbi.nlm.nih.gov/pubmed/12408823
https://doi.org/10.2217/nmt-2018-0033
https://doi.org/10.1002/cpt.1802
https://www.ncbi.nlm.nih.gov/pubmed/31994716
https://doi.org/10.1056/NEJMoa2021712
https://doi.org/10.1016/j.clinthera.2023.12.003
https://doi.org/10.1080/14656566.2023.2215925
https://www.ncbi.nlm.nih.gov/pubmed/37219406
https://doi.org/10.1002/cpdd.1320
https://www.ncbi.nlm.nih.gov/pubmed/37605486
https://doi.org/10.1089/nat.2018.0736
https://doi.org/10.1021/bc800278e
https://doi.org/10.1016/j.ymthe.2018.05.024
https://www.ncbi.nlm.nih.gov/pubmed/29937418
https://doi.org/10.1038/nbt1339


Biomolecules 2025, 15, 293 18 of 18

41. Osborn, M.F.; Coles, A.H.; Biscans, A.; Haraszti, R.A.; Roux, L.; Davis, S.; Ly, S.; Echeverria, D.; Hassler, M.R.; Godinho, B.; et al.
Hydrophobicity drives the systemic distribution of lipid-conjugated siRNAs via lipid transport pathways. Nucleic Acids Res. 2019,
47, 1070–1081. [CrossRef] [PubMed]

42. Chernikov, I.V.; Gladkikh, D.V.; Meschaninova, M.I.; Ven’yaminova, A.G.; Zenkova, M.A.; Vlassov, V.V.; Chernolovskaya, E.L.
Cholesterol-Containing Nuclease-Resistant siRNA Accumulates in Tumors in a Carrier-free Mode and Silences MDR1 Gene. Mol.
Ther. Nucleic Acids 2017, 6, 209–220. [CrossRef]

43. Kubo, T.; Nishimura, Y.; Sato, Y.; Yanagihara, K.; Seyama, T. Sixteen Different Types of Lipid-Conjugated siRNAs Containing
Saturated and Unsaturated Fatty Acids and Exhibiting Enhanced RNAi Potency. ACS Chem. Biol. 2021, 16, 150–164. [CrossRef]
[PubMed]

44. Kubo, T.; Yanagihara, K.; Takei, Y.; Mihara, K.; Morita, Y.; Seyama, T. Palmitic acid-conjugated 21-nucleotide siRNA enhances
gene-silencing activity. Mol. Pharm. 2011, 8, 2193–2203. [CrossRef]

45. Kubo, T.; Yanagihara, K.; Takei, Y.; Mihara, K.; Sato, Y.; Seyama, T. Lipid-conjugated 27-nucleotide double-stranded RNAs with
dicer-substrate potency enhance RNAi-mediated gene silencing. Mol. Pharm. 2012, 9, 1374–1383. [CrossRef] [PubMed]

46. Kubo, T.; Yanagihara, K.; Seyama, T. In Vivo RNAi Efficacy of Palmitic Acid-Conjugated Dicer-Substrate siRNA in a Subcutaneous
Tumor Mouse Model. Chem. Biol. Drug Des. 2016, 87, 811–823. [CrossRef]

47. Kubo, T.; Nishimura, Y.; Hatori, Y.; Akagi, R.; Mihara, K.; Yanagihara, K.; Seyama, T. Antitumor effect of palmitic acid-conjugated
DsiRNA for colon cancer in a mouse subcutaneous tumor model. Chem. Biol. Drug Des. 2019, 93, 570–581. [CrossRef] [PubMed]

48. Kubo, T.; Yanagihara, K.; Nishimura, Y.; Iino, Y.; Komatsu, T.; Tansou, R.; Mihara, K.; Seyama, T. Antitumor Effect of Oleoyl-
siRNA against Pancreatic Cancer Using a Portal Vein Infusion Liver-Metastatic Mouse Model. Mol. Pharm. 2024, 21, 5115–5125.
[CrossRef] [PubMed]

49. Yanagihara, K.; Tanaka, H.; Takigahira, M.; Ino, Y.; Yamaguchi, Y.; Toge, T.; Sugano, K.; Hirohashi, S. Establishment of two cell
lines from human gastric scirrhous carcinoma that possess the potential to metastasize spontaneously in nude mice. Cancer Sci.
2004, 95, 575–582. [CrossRef] [PubMed]

50. Yanagihara, K.; Takigahira, M.; Tanaka, H.; Komatsu, T.; Fukumoto, H.; Koizumi, F.; Nishio, K.; Ochiya, T.; Ino, Y.; Hirohashi, S.
Development and biological analysis of peritoneal metastasis mouse models for human scirrhous stomach cancer. Cancer Sci.
2005, 96, 323–332. [CrossRef]

51. Ganesh, S.; Kim, M.J.; Lee, J.; Feng, X.; Ule, K.; Mahan, A.; Krishnan, H.S.; Wang, Z.; Anzahaee, M.Y.; Singhal, G.; et al. RNAi
mediated silencing of STAT3/PD-L1 in tumor-associated immune cells induces robust anti-tumor effects in immunotherapy
resistant tumors. Mol. Ther. 2024, 32, 1895–1916. [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/10.1093/nar/gky1232
https://www.ncbi.nlm.nih.gov/pubmed/30535404
https://doi.org/10.1016/j.omtn.2016.12.011
https://doi.org/10.1021/acschembio.0c00847
https://www.ncbi.nlm.nih.gov/pubmed/33346648
https://doi.org/10.1021/mp200250f
https://doi.org/10.1021/mp2006278
https://www.ncbi.nlm.nih.gov/pubmed/22494497
https://doi.org/10.1111/cbdd.12720
https://doi.org/10.1111/cbdd.13454
https://www.ncbi.nlm.nih.gov/pubmed/30560565
https://doi.org/10.1021/acs.molpharmaceut.4c00502
https://www.ncbi.nlm.nih.gov/pubmed/39279440
https://doi.org/10.1111/j.1349-7006.2004.tb02489.x
https://www.ncbi.nlm.nih.gov/pubmed/15245593
https://doi.org/10.1111/j.1349-7006.2005.00054.x
https://doi.org/10.1016/j.ymthe.2024.03.035
https://www.ncbi.nlm.nih.gov/pubmed/38549376

	Introduction 
	Materials and Methods 
	Cell Culture 
	RT-qPCR 
	Western Blotting Analysis 
	Design and Synthesis of Lipid-siRNAs 
	Lipid-siPDL1s-Induced Suppression of Immune Checkpoint Gene Expression 
	Lipid-siPDL1s-Induced Inhibition of Immune Checkpoint Protein Expression 
	Statistical Analysis 

	Results 
	Synthesis of Lipid-siRNAs 
	Differential Expression of Immune Checkpoints in Cancer Cells 
	RNAi Efficacy of Lipid-siRNAs Targeting PD-L1 and B7-H4 in Cancer Cells 
	IFN Stimulation Induces Increased PD-L1 Expression in Cancer Cells 
	Inhibition of PD-L1 mRNA Expression Using Lipid-siPDL1s Under Upregulated PD-L1 Conditions 
	Suppression of Elevated Cell Surface PD-L1 Protein Expression by Lipid-siPDL1s 

	Discussion 
	Conclusions 
	References

