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Carboxypeptidase A4 negatively regulates HGS-ETR1/2-induced
pyroptosis by forming a positive feedback loop with the AKT
signalling pathway
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Pyroptosis, a mode of inflammatory cell death, has recently gained significant attention. However, the underlying mechanism
remains poorly understood. HGS-ETR1/2 is a humanized monoclonal antibody that can bind to DR4/5 on the cell membrane and
induce cell apoptosis by activating the death receptor signalling pathway. In this study, by using morphological observation,
fluorescence double staining, LDH release and immunoblot detection, we confirmed for the first time that HGS-ETR1/2 can induce
GSDME-mediated pyroptosis in hepatocellular carcinoma cells. Our study found that both inhibition of the AKT signalling pathway
and silencing of CPA4 promote pyroptosis, while the overexpression of CPA4 inhibits it. Furthermore, we identified a positive
regulatory feedback loop is formed between CPA4 and AKT phosphorylation. Specifically, CPA4 modulates AKT phosphorylation by
regulating the expression of the AKT phosphatase PP2A, while inhibition of the AKT signalling pathway leads to a decreased
transcription and translation levels of CPA4. Our study reveals a novel mechanism of pyroptosis induced by HGS-ETR1/2, which may
provide a crucial foundation for future investigations into cancer immunotherapy.
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INTRODUCTION
Tumour necrosis factor-associated apoptosis-inducing ligand
(TRAIL/Apo2L) is a type II transmembrane protein belonging to
the tumor necrosis factor superfamily [1]. This molecule exhibits
the ability to selectively induce apoptosis in a diverse range of
tumour cells but not in normal cells. Consequently, TRAIL holds
promise as a potential protein-based therapeutic drug for the
treatment of tumours. To date, five distinct TRAIL receptors have
been identified on the cell surface, which can be categorized into
three groups: death receptor (TRAIL1/2, also known as DR4/5),
decoy receptor (TRAIL3/4, also known as DcR1/2), and osteopro-
tegerin (OPG) [2]. Previous studies have shown that the binding of
TRAIL to death receptors, the only one of the three receptor types
that transmits death signals, induces apoptosis of tumour cells [3].
The extracellular region of the decoy receptor possesses a
cysteine-rich repeat sequence that exhibits significant homology
to the death receptor. However, due to the absence of the death
domain, the decoy receptor cannot transmit the death signal
despite its ability to bind to TRAIL. OPG is an osteoclast suppressor
whose main function is to reduce the number of osteoclasts,
increase bone density and promote bone deposition [4].
The molecular mechanism underlying TRAIL-induced cell

apoptosis has been well studied. When TRAIL binds to the death

receptor DR4/5, it induces the binding of the death domain (DD)
of the cytoplasmic segment of the death receptor with the
C-terminal DD of the Fas-associated protein with death domain
(FADD) [5]. FADD binds to procaspase-8 via its N-terminal death
effector domain (DED) to form the DR4/5/FADD/procaspase-8
death-inducing signalling complex (DISC), which promotes the
self-catalysis of procaspase-8 to activate caspase-8 [6, 7]. With the
activation of caspase-8, the transmission of apoptosis signals can
be initiated, and the downstream caspase signalling cascade can
be activated, ultimately inducing apoptosis [8].
HGS-ETR1 (mapatumumab) and HGS-ETR2 (lexatumumab) are

humanized monoclonal antibodies developed by Human Genome
Sciences (HGS) that specifically bind to DR4/5 protein [9–11]. HGS-
ETR1/2 are agonist antibodies that mimic the activity of natural TRAIL
and they have been demonstrated to possess potent antitumour
activity by activating the death signalling pathway and inducing cell
death through binding with DR4/5 [12, 13]. Currently, HGS-ETR1/2
mainly relies on inducing apoptosis of tumour cells to exert anti-
tumour effects [14–17]. However, it remains unclear whether there
exist additional pathways involved in this process. An in-depth
understanding of the pattern and mechanism by which HGS-ETR1/2
eliminates tumour cells is helpful to identify novel targets for tumour
treatment and lay a foundation for better tumour-killing effects.

Received: 7 August 2023 Revised: 12 November 2023 Accepted: 22 November 2023

1Institute of Pathogen Biology and Immunology, College of Biology, State Key Laboratory of Chemo/Biosensing and Chemometrics, Hunan University, Changsha 410082, China.
2Key Laboratory of Tropical Translational Medicine of Ministry of Education, Department of Pathogen Biology, Institute of Pathogen Biology and Immunology, School of Basic
Medicine and Life Science, The University of Hong Kong Joint Laboratory of Tropical Infectious Diseases, Hainan Medical University, Haikou 571199, China.
✉email: tangsq@hnu.edu.cn; hy0206218@hainmc.edu.cn
Edited by Professor Boris Zhivotovsky

www.nature.com/cddis

Official journal of CDDpress

1
2
3
4
5
6
7
8
9
0
()
;,:

http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-023-06327-5&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-023-06327-5&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-023-06327-5&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41419-023-06327-5&domain=pdf
http://orcid.org/0000-0002-0303-4009
http://orcid.org/0000-0002-0303-4009
http://orcid.org/0000-0002-0303-4009
http://orcid.org/0000-0002-0303-4009
http://orcid.org/0000-0002-0303-4009
http://orcid.org/0000-0002-6380-399X
http://orcid.org/0000-0002-6380-399X
http://orcid.org/0000-0002-6380-399X
http://orcid.org/0000-0002-6380-399X
http://orcid.org/0000-0002-6380-399X
http://orcid.org/0000-0002-3605-644X
http://orcid.org/0000-0002-3605-644X
http://orcid.org/0000-0002-3605-644X
http://orcid.org/0000-0002-3605-644X
http://orcid.org/0000-0002-3605-644X
http://orcid.org/0000-0001-5926-6186
http://orcid.org/0000-0001-5926-6186
http://orcid.org/0000-0001-5926-6186
http://orcid.org/0000-0001-5926-6186
http://orcid.org/0000-0001-5926-6186
https://doi.org/10.1038/s41419-023-06327-5
mailto:tangsq@hnu.edu.cn
mailto:hy0206218@hainmc.edu.cn
www.nature.com/cddis


Pyroptosis is a newly discovered form of programmed cell
death, distinct from the well-established phenomenon of cell
apoptosis; cells undergoing pyroptosis form numerous bubble-like
protrusions and can swell and expand until rupture, which is a
form of lytic death [18, 19]. Pyroptosis is primarily carried out by
GSDM-family proteins. It has been reported that in addition to
DFNB59, five other GSDM-family proteins, including GSDMA
[20, 21], GSDMB [22, 23], GSDMC [24, 25], GSDMD [26, 27] and
GSDME [28], can mediate pyroptosis. They all contain a cytotoxic
N-terminal domain and a self-inhibiting C-terminal domain. Upon
activation through cleavage, the N-terminal domain is released
and assembled in the plasma membrane to form pores that
destroy the integrity of cell membranes, causing cell rupture and
death [29]. As a result, the cell contents, including the
inflammatory cytokines IL-1β and IL-18, are released into the
extracellular space, causing a strong inflammatory response
[30, 31].
Inducing pyroptosis in tumour cells is an important antitumour

immune response [32, 33]. DR4/5 is highly expressed on the
surface of tumour cells, and its agonist monoclonal antibody HGS-
ETR1/2 has a higher utilization rate than TRAIL due to the lack of
competitive binding of decoy receptors. In this study, we used
hepatocellular carcinoma cells as a research model to explore the
killing effect of HGS-ETR1/2 on various hepatocellular carcinoma
cells. We found that HGS-ETR1/2 can not only induce apoptosis
of cells but also induce GSDME-mediated pyroptosis in hepatoma
cells. Further investigation of the mechanism revealed that the
carboxypeptidase A4 (CPA4) and AKT signalling pathways can
inhibit pyroptosis through positive feedback.

RESULTS
HGS-ETR1/2 induces pyroptosis mediated by cleavage
of GSDME
In this study, we administered HGS-ETR1/2 to HLCZ01 hepatoma
cell. PI/Hoechst staining detection showed that the cells showed a
dose-dependent death rate (Fig. 1a), and the release of lactate
dehydrogenase (LDH) also showed a dose-dependent increase
(Fig. 1b, c), indicating that the cells underwent lysis death. Existing
reports have only confirmed that HGS-ETR1/2 can induce cell
apoptosis, but other forms of cell death have not been reported.
During the examination of cell death morphology by optical
microscopy, we observed the presence of swelling, deformation,
and bubbles on the surface of cells (Fig. 1d, e), which was
consistent with the previously reported pyroptotic morphology.
Further detection of GSDM proteins expression in hepatoma cells
showed that HGS-ETR1/2 can induce the activation of GSDME, but
not GSDMD, by cleavage (Fig. 1f, g). In addition to HLCZ01 cells, we
also detected HGS-ETR1/2 induced GSDME cleavage (Fig. S1a, b)
and cell lysis death (Fig. S1c, d) in HepG2 and Huh7 hepatoma cells.

HGS-ETR1/2-induced pyroptosis is regulated by the caspase
signalling pathway
To verify whether the pyroptosis induced by HGS-ETR1/2 is
regulated by the caspase signal cascade as previously reported,
the pan-caspase inhibitor z-VAD-FMK was added to investigate
the regulation of pyroptosis; it was found that the number of PI-
positive cells decreased (Fig. 2a), LDH release was inhibited
(Fig. 2b), the proportion of cells with pyroptotic morphology was
reduced (Fig. 2c), and GSDME cleavage was also inhibited (Fig. 2d).
Previous studies have reported that GSDME can be activated by

caspase-3 cleavage. To confirm whether HGS-ETR1/2-induced
GSDME cleavage is regulated by caspase-3, we added the
caspase-3-specific inhibitor z-DEVD-FMK and treated the cells
with HGS-ETR1/2. PI/Hoechst staining showed that the number of
PI-positive cells decreased (Fig. 2e). The inhibition of pyroptosis
was also confirmed by LDH release (Fig. 2f), morphological
observation (Fig. 2g) and GSDME cleavage detection (Fig. 2h). In

addition, HGS-ETR1/2 induced GSDME cleavage was also detected
after caspase-3 was silenced in HLCZ01 and Huh7 cells, confirming
that GSDME cleavage-mediated pyroptosis was regulated by
caspase-3 (Fig. 2i, S2a, c).

Screening and transcriptomic analysis of cell lines resistant to
HGS-ETR1/2-induced pyroptosis
To explore the specific mechanism of HGS-ETR1/2-induced
pyroptosis, HLCZ01 cells resistant to HGS-ETR1/2-induced pyr-
optosis were screened, and the resulting drug-resistant cell lines
were named HLCZ01-ETR1R and HLCZ01-ETR2R. The successful
screening of drug-resistant cells was confirmed by bright field
imaging, PI/Hoechst staining and GSDME cleavage (Fig. 3a–c).
Subsequently, by measuring the expression of DR4, DR5 and
GSDME, it was determined that the resistance of HGS-ETR1/2 R
cells was not caused by differences in the expression of surface
receptors or effector molecules (Fig. 3d, e).
HLCZ01-ETR1/2 R cells were analysed by transcriptional sequen-

cing, and intersection analysis of differentially expressed genes in
HLCZ01-ETR1R and HLCZ01-ETR2R showed that 611 genes were
upregulated and 274 genes were downregulated (Fig. 4a). A KEGG
signalling pathway enrichment analysis showed that the differen-
tially expressed genes of the two drug-resistant cell lines were
enriched in the PI3K-AKT signalling pathway (Fig. 4b, c). Further
analysis showed that the enriched AKT signalling pathway genes
were upregulated in both drug-resistant cell lines, indicating that
the activity of the AKT signalling pathway was increased in drug-
resistant cells (Fig. 4d–f). At the same time, it was also found that
the CPA4 gene, which has been reported to be able to positively
regulate the AKT signalling pathway, was significantly upregulated
in both drug-resistant cell lines (Fig. 4g, h). We also analysed the
relationship between the AKT signalling pathway and CPA4 using
transcriptomic data, and confirmed the positive correlation
between the two, but further research is needed to explore their
relationship with pyroptosis (Fig. 4i–k).

The AKT pathway regulates HGS-ETR1/2-induced pyroptosis
To investigate the role of AKT signalling pathway activation in HGS-
ETR1/2-induced pyroptosis, the enhanced activation of p-AKT in
HLCZ01-ETR1/2 R cells was first verified through western blot analysis
(Fig. S3a). Subsequently, the AKT signalling pathway inhibitors
LY294002 or MK2206 were added to HLCZ01-ETR1/2 R, followed by
HGS-ETR1/2 treatment of cells. The results showed that after
LY294002 and MK2206 inhibited AKT phosphorylation, HGS-ETR1/2-
induced GSDME cleavage was enhanced (Fig. 5a, b, e, f). Similarly, we
added LY294002 and MK2206 to sensitive HLCZ01 cells for
treatment, and found that HGS-ETR1/2-induced GSDME cleavage
was enhanced after AKT phosphorylation was inhibited (Fig. 5c, g).
Meanwhile, the release of LDH, PI-positive and pyroptotic morpho-
logical cells also increased (Fig. 5d, h, i, j, k, l). The above experiments
were carried out in the hepatocellular carcinoma cells HepG2 and
Huh7, and similar results were obtained: AKT inhibitors can promote
the induction of pyroptosis by HGS-ETR1/2 (Fig. S3b, h). These results
indirectly indicate that the AKT signalling pathway can inhibit HGS-
ETR1/2-induced pyroptosis.
To define the relationship between the AKT signaling pathway

and CPA4 in HLCZ01-ETR1/2 R cells, the expression of CPA4 was
detected by qPCR and western blot after adding LY294002 and
MK2206, and it was found that the transcriptional level and
protein expression of CPA4 are decreased after being treated with
LY294002 and MK2206 (Fig. 5m–t). These results indicate that the
AKT signaling pathway can positively regulate CPA4 expression.

Carboxypeptidase A4 (CPA4) regulates HGS-ETR1/2-induced
pyroptosis
To further explore the regulatory mechanism of CPA4 in
pyroptosis, we first confirmed that CPA4 was upregulated in both
HLCZ01-ETR1R and HLCZ01-ETR2R cells by qPCR and western
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blotting (Fig. 6a, b). Subsequently, HLCZ01-ETR1/2 R cells with
CPA4 gene silencing were treated with HGS-ETR1/2 (Fig. 6c–f). The
immunoblotting results showed that GSDME cleavage was
enhanced in CPA4-silenced cells (Fig. 6g, h), and the number of
PI-positive cells also increased (Fig. 6i). Overexpression of CPA4 in
HLCZ01 cells via a lentiviral infection system was found to inhibit
HGS-ETR1/2-induced GSDME cleavage (Fig. 6j, k), and the number
of pyroptotic cells decreased (Fig. 6m), LDH release (Fig. 6n) and
the number of PI-positive cells decreased (Fig. 6l).

Subcutaneous tumour transplantation was performed in NCG
mice (Fig. 6o), and the results showed that overexpression of CPA4
in HLZ01 cells could resist the tumour-killing effect of HGS-ETR1/2
(Fig. 6p). After subcutaneous injection of HGS-ETR1/2, the mice in
the overexpression group had significantly greater tumour weight
and volume than those in the control group (Fig. 6q, r). The
detection of GSDME protein in mouse tumour by western blot also
found that the group with overexpression of CPA4 could inhibit
the occurrence of pyroptosis in tumor tissues compared with the

Fig. 1 HGS-ETR1/2 induces pyroptosis mediated by cleavage of GSDME. a After HLCZ01 cells were treated with different concentrations of
HGS-ETR1 (top) and HGS-ETR2 (bottom) for 8 h, PI/Hoechst stain was added to the cell supernatant, and the cell death was detected by
fluorescence microscopy. The PI-positive cells (dead cells) showed red fluorescence. Scale bar, 125 μm. b, c After HLCZ01 cells were treated
with different concentrations of HGS-ETR1 (b) and HGS-ETR2 (c) for 8 h, the cell medium was collected and centrifuged, and the supernatant
was collected to detect LDH release. %LDH release = sample A490 nm/ positive control A490 nm*100. d, e After adding different
concentrations of HGS-ETR1 (d) and HGS-ETR2 (e) to HLCZ01 cells for 8 h, they were photographed by optical microscopy. The red arrows
indicate the morphology of the cells when pyroptosis occurred. Scale bar, 25 μm. f, g After adding different concentrations of HGS-ETR1 (f)
and HGS-ETR2 (g) to the cells for 8 h, the dead cells suspended in the medium were collected by centrifugation, and the total protein was
obtained by lysis together with the adherent cells. The expression levels of PARP, GSDMD, GSDME, caspase-3 and cleaved caspase-3 were
detected by western blot, and actin was used as the internal reference protein. Three independent biological replicates were performed for
each of the above experiments. One-way ANOVA was used to analyse significant differences (b, c) (**p <0.01, ***p <0.001, ****p <0.0001).
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control group (Fig. 6s, t). However, after CPA4 was stably silenced
in HLCZ01-ETR1R, subcutaneous tumours were implanted in NCG
mice, and when the tumour volume was approximately 100 m3,
subcutaneous injection of HGS-ETR1 was performed to kill the
tumour (Fig. 6u). Compared with the control group, the silencing

CPA4 group could promote the killing effect of HGS-ETR1 on
tumours in mice (Fig. 6v), and the tumour volume and weight
were smaller than those of the control group (Fig. 6w, x).
Simultaneously, GSDME protein cleavage was stronger in the
tissues of the silenced CPA4 group than the control group (Fig. 6y).
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The above results confirmed the negative regulatory effect of
CPA4 on HGS-ETR1/2-induced pyroptosis at both the cellular and
organismal levels.

CPA4 regulates HGS-ETR1/2- inducedpyroptosis by promoting
AKT phosphorylation
To further explore the relationship between CPA4 and the AKT
signalling pathway, we measured the phosphorylation of AKT in
HLCZ01-ETR1/2 R cells with silenced CPA4, and found that the
phosphorylation level of AKT was decreased after the silencing of
CPA4 (Fig. 7a, b). We ruled out a direct interaction between the
two by co-immunoprecipitation experiments in a variety of cells
(Fig. S3a–d). It has been reported that K63-linked ubiquitination of
AKT can affect its phosphorylation [34, 35]. However, over-
expression of CPA4 in different cells did not affect K63-linked
ubiquitination of AKT (Fig. S4e-g). We further explored the
dephosphorylation process and found that CPA4 downregulated
the AKT phosphatase PP2A, suggesting that CPA4 may inhibit the
dephosphorylation process by downregulating its phosphatase,
thus increasing the percentage of phosphorylation (Fig. 7c–e).
After the addition of the PP2A activator SMAP to a variety of cells,
HGS-ETR1/2- inducedpyroptosis was promoted, GSDME cleavage
was enhanced (Fig. 7f–h, k, l), LDH release was increased (Fig. 7i),
and the number of PI-positive cells was increased (Fig. 7j),
indicating that activation of PP2A can positively regulate
pyroptosis. These results suggest that CPA4 may enhance AKT
phosphorylation levels by inhibiting the AKT dephosphorylation
process, thereby negatively regulating pyroptosis.

CPA4 can regulate pyroptosis independently of its
carboxypeptidase activity
CPA4 belongs to the carboxypeptidase A family and is a
metallopeptidase. Its activity depends on its binding to zinc ions
[36, 37]. According to the structural analysis report [38], we
mutated the three amino acid sites where it binds to zinc ions to
investigate whether its pyroptosis-regulating function depends on
its carboxypeptidase activity (Fig. S5a). HGS-ETR1/2 was added to
the HLCZ01 stable cell line of lentivirus-infected CPA4-mutant.
After the zinc-binding site of CPA4 was mutated, the down-
regulation of LDH release (Fig. S5b), the inhibition of regulatory
pyroptosis (Fig. S5c), the reduction of PI-positive cells (Fig. S5d)
and the inhibition of GSDME protein cleavage (Fig. S5e) were not
affected, suggesting that the regulation of pyroptosis by CPA4 is
independent of its metal carboxypeptidase activity.

CPA4 is associated with poor tumour prognosis in the clinic
To explore the clinical significance of CPA4, we purchased tissue
microarrays (Shanghai OUTDO BIOTECH Co., Ltd.), and performed
immunohistochemical staining on them [39]. The staining was
scored based on its depth and area of staining [40] (Fig. S6a), and
the results were analysed in combination with clinical information.
Our findings showed that the expression of CPA4 protein in HCC

tissues was significantly higher than that in adjacent tissues (Fig.
S6b). Further survival curve analysis showed that the high
expression of CPA4 was associated with poor prognosis of HCC
patients (Fig. S6c). Western blot analysis of HCC tissue from
patients found that in patients 1, 2, 3, 4, and 6, the expression of
CPA4 protein was positively correlated with p-AKT, while it was
negatively correlated with PP2A expression and GSDME cleavage,
which is consistent with the cellular research in this study (Fig.
S6d). According to an analysis using the Kaplan‒Meier Plotter
database (http://kmplot.com/analysis/index.php?p=background),
high CPA4 expression is associated with poor prognosis in a
variety of cancers except liver cancer (Fig. S6e, m). The high
expression of CPA4 in various cancer tissues suggests that CPA4
could be used as a potential target for the clinical treatment of
tumours.

DISCUSSION
Pyroptosis is a type of cell death that has gained intensive
attention in recent years. This process is mediated by the GSDM-
family of proteins, which undergo cleavage leading to the
accumulation of N-terminal peptides and subsequent formation
of membrane holes, resulting in cell rupture, release of the cellular
contents, and ultimately cell death by lysis [18]. Pyroptosis is a
type of inflammatory cell death. Induction of tumour pyroptosis is
an important means of antitumour immunity, which can inhibit
tumour progression by altering the tumour microenvironment
[41].
In this study, through morphology, fluorescence double

staining, LDH release and western blotting, we ascertained for
the first time that the humanized agonist antibody HGS-ETR1/2,
targeting DR4/5, can induce pyroptosis rather than just apoptosis
as previously reported. We also demonstrated that two pyroptotic
executive proteins expressed in HCC cells, only GSDME was
cleaved and GSDMD was not (Fig. 1 and Fig. S1). The reason for
this may be that the caspase cascade of the death receptor
signalling pathway activates caspase-3, which can cleave GSDME,
rather than caspase-1, 4 and 5, which can cleave GSDMD [28, 42].
HGS-ETR1/2 is similar to TRAIL and can bind to DR4/5 on the cell

surface [43]. However, unlike TRAIL, HGS-ETR1/2 cannot bind to
other receptors that do not transmit death signals, making it more
efficient than TRAIL in inducing cell death. TRAIL or HGS-ETR1/2
can kill multiple tumour cells by activating the caspase cascade
signalling pathway, but the only reports on their killing methods
are focused on apoptosis [44]. The study of the induction of other
forms of cell death can help better regulate the tumour immune
process.
CPA4 has been previously reported to promote epithelial-

mesenchymal transition in pancreatic cancer [45], cardiomyocyte
hypertrophy and the growth of non-small cell lung cancer through
positive regulation of the AKT signalling pathway [40, 46–48], and
it is closely related to the development of a variety of cancers.

Fig. 2 HGS-ETR1/2 induced-pyroptosis is regulated by the caspase signalling pathway. a, e A 50 μM concentration of the pan-caspase
inhibitor z-VAD-FMK (a) or the caspase-3 specific inhibitor z-DEVD-FMK (e) was added to the supernatant of HLCZ01 medium. After 1 h, 0.2 μg/
mL HGS-ETR1/2 was added, and after 8 h, 1 μL PI and Hoechst dye were added to each well and incubated for 20min. Cell death was observed
by fluorescence microscopy. Scale bar, 125 μm. b, f 50 μM z-VAD-FMK (b) or z-DEVD-FMK (f) was added to the supernatant of HLCZ01 medium,
and then HGS-ETR1/2 was added to the medium 1 h later. After 8 h of treatment, the medium was collected and centrifuged, and the
supernatant was absorbed to detect the release of LDH. c, g 50 μM z-VAD-FMK (c) or z-DEVD-FMK (g) was added to the supernatant of HLCZ01
medium, and then HGS-ETR1/2 was added to the medium 1 h later, and the pyroptosis morphology was observed by optical microscopy after
8 h. Scale bar, 25 μm. d, h 50 μM z-VAD-FMK(d) or z-DEVD-FMK(h) was added to the supernatant of HLCZ01 medium, and then HGS-ETR1/2 was
added to the medium 1 h later. After 8 h, dead cells suspended in the medium were collected by centrifugation, and total proteins were
obtained by lysis together with adherent cells. The expression levels of PARP, GSDME and caspase-3 were detected by western blot, and
β-actin was used as the internal reference protein. i The lentivirus-silenced HLCZ01 cell line with caspase-3 was screened, and proteins were
extracted 10 h after the addition of HGS-ETR1/2. The expression levels of PARP, GSDME and caspase-3 were detected by western blot, and
β-actin was used as the internal reference protein. Three independent biological replicates were performed for each of the above experiments.
One-way ANOVA was used to analyse significant differences (b, f) (**p <0.01, ***p <0.001, ****p <0.0001).
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There are also a few reports that CPA4 can inhibit the apoptosis
process of tumour cells through the AKT signalling pathway [49],
but no studies have explored how CPA4 regulates the phosphor-
ylation process of AKT, and no studies on its relationship with
pyroptosis have been reported. AKT plays an important role in
promoting tumour cell proliferation and inhibiting apoptosis
[50–52], but its regulation of pyroptosis has rarely been reported.
In this study, transcriptomic analysis revealed the CPA4 and AKT

signalling pathways were upregulated in pyroptosis-resistant cells
(Fig. 4), both of which were confirmed to negatively regulate
pyroptosis in subsequent experiments (Figs. 5, 6). When exploring
the relationship between the two, we found that CPA4 can
promote AKT phosphorylation by inhibiting the expression of the
AKT phosphatase PP2A (Fig. 7), and then inhibit pyroptosis by
positively regulating AKT phosphorylation; we also found that
after AKT phosphorylation is inhibited, the transcription of CPA4 is
reduced (Fig. 5m–t), thereby decreasing CPA4 expression and thus
promoting pyroptosis (Fig. 8). Meanwhile, this study also found

that CPA4 is clinically associated with poor prognosis in various
tumours, and in liver cancer tissue, the expression of CPA4 protein
is negatively correlated with the expression of PP2A and the
cleavage of GSDME, while it is positively correlated with the
expression of p-AKT (Fig. S6). However, this study needs further
clarification of how CPA4 affects the expression of the AKT
phosphatase PP2A and how AKT signalling affects the transcrip-
tion of CPA4. Overall, the results of this study have identified new
research targets and mechanisms for pyroptosis, and laid a good
foundation for subsequent research on anti-tumour immunity.

MATERIALS AND METHODS
Plasmids
Plasmids containing V5-AKT, HA-ub, HA-K48 and HA-K63 were all stored in
our laboratory. The construction of flag-CPA4 and lenti-CPA4 recombinant
plasmids was based on the cDNA of HLCZ01-ETR2R as the template, and
the primers (Table S1) were designed and amplified with PCR reagents
from the high-fidelity PCR kit KOD Plus-Neo (TOYOBO). After enzyme

Fig. 3 Screening of pyroptosis resistant cell lines induced by HGS-ETR1/2. a After screening HLCZ01 cells for drug resistance, 2 μg/mL HGS-
ETR1/2 was added to treat HLCZ01 and drug-resistant HLCZ01 cells (HLCZ01-ETR1/2 R) for 8 h, and the pyroptosis of the cells was observed by
bright field photography and PI/Hoechst fluorescence photography. Scale bar, 125 μm. b, c HLCZ01 and HLCZ01-ETR1/2 R cells were treated
with 2 μg/mL HGS-ETR1/2 for 8 h. GSDME cleavage was detected by WB, and β-actin was used as the internal reference protein. d The mRNA
expression levels of DR4, DR5 and GSDME in HLCZ01 and HLCZ01-ETR1/2 R cells were detected by qPCR, with GAPDH as the internal reference
gene. e The protein expression levels of DR4, DR5 and GSDME in HLCZ01 and HLCZ01-ETR1/2 R cells were detected by western blotting, and
β-actin was used as the internal reference protein. Three independent biological replicates were performed for each of the above experiments.
Two-sided Student’s t test was used to analyse significant differences (b-e) (*p <0.05, **p <0.01).
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digestion, the product was recovered and ligated into the p3 × Flag-CMV-
14 vector (Sigma-Aldrich) or pCDH-CMV-MCS-EF1-GFP vector (System
Biosciences). After transformation into Escherichia coli Trans1-T1 (TransGen
Biotech), select monoclonal clones were selected and sent to Sangon
Biotech (Shanghai) for sequencing. After the sequencing was correct, the
plasmid was extracted. The mutant plasmid of flag-CPA4 was constructed
by the Mut Express II Fast Mutagenesis Kit V2 (Vazyme). For the
construction of sh-caspase-3 and sh-CPA4 lentivirus plasmids, primers
(target sequence of sh-caspase-3 (5’→ 3’): GTGGAATTGATGCGTGATGTT;
sh-CPA4 (5’→ 3’): GAGCAGTAATAACTTCAACTA) were synthesized for their
gene target sequences. The two primers were annealed and recovered,
and then the recovered products were connected to the pGreenPuro

vector (System Biosciences) and transformed. Monoclonal clones were
selected to confirm correct sequencing, and the plasmids were extracted.

Cells
The human hepatic cell line HLCZ01 was isolated and stored in our laboratory.
Huh7 and HepG2 cells were purchased from the American Type Culture
Collection (ATCC). HLCZ01 cells were cultured on collagen-coated plates
containing Dulbecco’s Modified Eagle Medium Nutrient Mixture F-12 (DMEM/
F-12) supplemented with 10% (v/v) foetal bovine serum (FBS) (Gibco), 40 ng/
mL of dexamethasone (Sigma), 1 × insulin-transferrin-selenium (ITS) (Lonza),
and 1% penicillin-streptomycin (Thermo Fisher Scientific). Other cells were

Fig. 4 Transcriptomic analysis of cell lines resistant to HGS-ETR1/2-induced pyroptosis. a Venn diagram of the differentially expressed
genes between HLCZ01-ETR1/2 R and HLCZ01. The left side shows the upregulated genes, and the right side shows the downregulated genes.
b, c KEGG analysis of the signalling pathway of differential gene enrichment between HLCZ01-ETR1/2 R and HLCZ01, analysis of the number of
differential genes in the signalling pathway, and finding that the PI3K-AKT signalling pathway was enriched. d-f Heatmap (d) and GSEA (e, f)
analyses were performed on the differentially expressed genes enriched in the AKT signalling pathway in the transcriptome data, and it was
confirmed that most genes were mainly upregulated in HLCZ01-ETR1/2 R cells. g, h Volcano plot analysis of transcriptome data showed that
CPA4 was upregulated in both HLCZ01-ETR1R and HLCZ01-ETR2R. i-k Based on transcriptome data, the correlation between the AKT signalling
pathway and CPA4 was analysed, and it was confirmed that CPA4 and genes in the AKT signalling pathway were positively correlated in
HLCZ01, HLCZ01-ETR1R and HLCZ01-ETR2R cells as a whole (i). Correlation heatmap analysis also confirmed that CPA4 was positively
correlated with differentially expressed genes in the AKT signalling pathway (j, k).
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Fig. 5 The AKT pathway regulates HGS-ETR1/2-induced pyroptosis. a-c The AKT inhibitor LY294002 (20 μM) was added to HLCZ01-ETR1/2 R
(a, b) or HLCZ01(c), and the cells were treated with HGS-ETR1/2 1 h later. Proteins were collected 8 h later. The expression of AKT, p-AK and
GSDME was detected by western blotting, and β-actin was used as the internal reference protein. d, h HLCZ01 cells were treated with 20 μM
LY294002 (d) or MK2206 (h) for 1 h, and HGS-ETR1/2 was added for 8 h. After the treatment, the cell supernatant was collected and LDH
release in the supernatant was detected by the kit. e-g The AKT inhibitor MK2206 (20 μM) was added to HLCZ01-ETR1/2 R (e, f) or HLCZ01(g),
and the cells were treated with HGS-ETR1/2 1 h later. Proteins were collected 8 h later. The expression of AKT, p-AK and GSDME was detected
by western blotting, and β-actin was used as the internal reference protein. i, j HLCZ01 cells were treated with LY294002 (i) or MK2206 (j) for
1 h, followed by HGS-ETR1/2 for 8 h, staining with PI and Hoechst, and fluorescence photography. Scale bar, 125 μm. k, l 20 μM LY294006 (k) or
MK2206(l) was added to the supernatant of HLCZ01 medium, and then HGS-ETR1/2 was added to the medium 1 h later, and the pyroptosis
morphology was observed by optical microscopy after 8 h. Scale bar, 50 μm. m, n, q, r 20 μM LY294006 (m, n) or MK2206 (q, r) was added to
HLCZ01-ETR1/2 R, and RNA was collected 12 h later. The expression of the CPA4 gene was detected by qPCR, and GAPDH was used as the
internal reference gene. o, p, s, t 20 μM LY294006 (o, p) or MK2206 (s, t) was added to HLCZ01-ETR1/2 R, and protein was collected 12 h later.
The expression of CPA4 was detected by western blotting and GAPDH was used as the internal reference protein. Three independent
biological replicates were performed for each of the above experiments. Two-sided Student’s t test was used to test for significant differences
(*p <0.05, **p <0.01, *** p <0.001, **** p <0.0001).
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cultured in Dulbecco’s Modified Eagle Medium (DMEM) supplemented with
10% FBS, nonessential amino acids, and 1% penicillin-streptomycin. All cells
were grown at 37°C in a 5% CO2 incubator (Thermo Fisher Scientific).

Antibodies and reagents
The antibodies used in this study were as follows: PARP (9532 S), caspase-3
(9662 S), cleaved caspase-3 (9661 T), AKT (4691 S) and phospho-AKT
(4060 S), which were purchased from Cell Signal Technology. GSDME
(ab215191), GSDMD (ab210070) and PP2A (ab32104) were purchased from
Abcam. DR4 (1139) and DR5 (2019) were purchased from ProSci. CPA4
(26824-1-AP) was purchased from Proteintech. HA (923501) was purchased
from BioLegend. GAPDH (MAB374)), goat anti-mouse IgG (HRP-linked)
(AP124P) and goat anti rabbit IgG (HRP-linked) (AP132P) were purchased
from Merck Millipore. Flag (F3165) and β-actin (A5441) were purchased
from Sigma-Aldrich. V5 (R960-25) was purchased from Thermo Fisher

Scientific. Normal mouse IgG (sc-45123) was purchased from SANTA CRUZ.
Both HGS-ETR1 and HGS-ETR2 were gifted by Human Genome Sciences.
The other reagents used in this study were as follows: Thermo Scientific

SuperSignal West Pico PLUS (34580) and IP lysis buffer (87787) were
purchased from Thermo Fisher Scientific. LY294002 (9901) was purchased
from Cell Signal Technology. SMAP (S8774), z-VAD-FMK (S7023) and z-
DEVD-FMK (S7312) were purchased from Selleck. MK2206 (SF2712) was
purchased from Beyotime Biotechnology. A protease inhibitor cocktail
(C0001) and a phosphatase inhibitor cocktail (C0002) were purchased from
TargetMol. RIPA lysis buffer (PH0316) was purchased from PHYGENE.

Mice
Male NCG mice aged 5-6 weeks were purchased from Nanjing
GemPharmatech Co., Ltd., and raised under specific-pathogen-free
conditions at Hunan University.
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For the CPA4 overexpression experiment, 5 × 106 HLCZ01 (lentiviral
vector/CPA4) cells were injected subcutaneously into the right side of the
back of mice after the hair was removed from the area. Tumour
dimensions were measured with vernier callipers every 2 days, and
volume was calculated as follows: tumour volume (mm3) = length ×
width2× 0.5. When the tumour size reached approximately 100 mm3, mice
injected with the two cell lines were randomly divided into three groups
with 6 mice per group. HGS-ETR1/2 was injected subcutaneously next to
the tumour at a dose of 10mg/kg, PBS was injected as a control, and then
injected again 3 days later. The anaesthetized mice were sacrificed on the
8th day after the injection, and the tumours were removed and weighed.
For the CPA4 silencing experiment, 5 × 106 HLCZ01 (sh-control/CPA4)

cells were injected subcutaneously into the right back of mice after skin
hair removal. Tumour dimensions were measured with vernier callipers
every 3 days to calculate volume. When the tumour volume reached
approximately 100 mm3, mice injected with the two cell lines were
randomly divided into two groups with 6 mice per group. HGS-ETR1 was
injected subcutaneously next to the tumour at a dose of 10mg/kg, PBS
was injected as a control, and the injection was repeated every 3 days for a
total of 5 injections. On the 15th day after injection of the HGS-ETR1 or PBS,
the mice were sacrificed, and the tumour were removed and weighed.
All experiments were conducted in strict accordance with the relevant

requirements of laboratory animal ethics.

Patient samples and ethical regulation
The patient tissue samples involved in this study were obtained from
Hunan Cancer Hospital (Changsha, China) with the patient’s knowledge
and consent, and approved by the institutional review board of Hunan
Cancer Hospital.

LDH release assay
Cell lysis was determined by measuring the activity of lactate dehydro-
genase (LDH) released into the medium using the CytoTox 96 Non-
Radioactive Cytotoxicity Assay (Promega) according to the manufacturer’s
instructions.

Hoechst 33342/PI double fluorescence staining
Cell death was analysed by Hoechst 33342 and PI staining. HLCZ01 cells
were seeded into 12-well plates. When the cells converged to
approximately 50% confluence in the bottom area of the Petri dish, the
medium was replaced with fresh medium, and HGS-ETR1/2 was added.

After 10 h, 1 μL of PI Hoechst 33342 (Solarbio, China) was added
simultaneously into each well for 20 min. The cells were photographed
using a fluorescence microscope. The PI-positive cells were quantitatively
analyzed by ImageJ software in three different fields.

RNA extraction and quantitative real-time PCR (qRT-PCR)
The total RNA of cells was extracted by the TRIzol reagent (Invitrogen,
USA), and cDNA was generated using the HiScript Q RT SuperMix for qPCR
(+gDNA wiper) (Vazyme, China) according to the manufacturer’s instruc-
tions. The cDNA was used as a template for qRT-PCR analysis. qRT-PCR was
performed using the SYBR Green Premix Pro Taq HS qPCR Kit (accurate
biology, China) on a Mastercycler ep realplex (Eppendorf, Germany). The
housekeeping gene GAPDH was used as an internal reference gene. The
relative expression content was calculated by the relative quantitative
method (2− ΔΔCt). The primers are presented in Table S2.

Protein preparation and western blotting
The medium was discarded, and the cells were washed twice with PBS.
RIPA buffer containing a protease inhibitor cocktail was added, and the
supernatant was put on ice for 30min and centrifuged at 12000 rpm at 4 °C
for 15min. The supernatant protein was collected and the sample was
prepared after quantification by BCA.
For the cells treated with HGS-ETR1/2, the cell supernatant was

centrifuged and dead cells were collected. After the adherent cells were
washed twice with PBS, RIPA buffer containing a protease cocktail was
added to the cell sample for lysis on ice and transferred to a tube
containing cell precipitation. Supernatant protein was obtained by
centrifugation and BCA quantification was performed before sample
preparation.
After the protein samples were separated by SDS-PAGE, they were

transferred to PVDF membranes, blocked with TBST containing 5% skim
milk for 2 h at room temperature, incubated at 4 °C with the primary
antibody overnight, washed three times with TBST, replaced with the HRP-
labelled secondary antibody, and incubated at room temperature for 2 h.
After TBST was washed for three times, horseradish peroxidase (HRP)
chemiluminescent substrate was added for signal detection and a
chemiluminescence imaging system was used to obtain photographs.

Lentiviral production and infection
For a 100mm cell culture dish, 8 μg constructed lentiviral recombinant
plasmid, 8 μg psPAX2 plasmid and 2.7 μg pMD2.G plasmid were added to

Fig. 6 Carboxypeptidase A4 (CPA4) regulates HGS-ETR1/2-induced pyroptosis. a, b The upregulated expression of CPA4 in HLCZ01-ETR1/
2 R cells was verified by qPCR (a) and western blotting (b). c-f Lentiviral sh-CPA4 supernatant was added to HLCZ01-ETR1/2 R cell culture
medium, stable cell lines were screened with puromycin, and the silencing effect was detected by qPCR (c, e) and western blotting (d, f). g, h
CPA4-silenced HLCZ01-ETR1R (g) and HLCZ01-ETR2R (h) cells were treated with 2 μg/mL HGS-ETR1 or HGS-ETR2 for 10 h, and the protein
expression of GSDME, caspase-3, and cleaved caspase-3 was detected by western blotting, β-actin was used as the internal reference protein. j,
k Lenti-CPA4 supernatant was added to HLCZ01 cells, CPA4 was overexpressed, and stable cell lines were screened with puromycin. After 10 h
of addition of HGS-ETR1/2, proteins were collected to detect the expression of CPA4 and the cleavage of GSDME. β-actin was used as the
internal reference protein. i, l HGS-ETR1/2 was added to HLCZ01-ETR1/2 R cells that silenced CPA4 (i) and HLCZ01 cells that overexpressed
CPA4 (l). Ten hours later, PI and Hoechst dye were added to the cell supernatant for staining, and the cell death was recorded by fluorescence
photography. Scale bar, 300 μm (i) or 125 μm (l). m HGS-ETR1/2 was added to HLCZ01 cells that overexpressed CPA4, and the pyroptosis
morphology of the cells was observed 10 h later by bright field photography. n HGS-ETR1/2 was added to HLCZ01 cells that overexpressed
CPA4, and the supernatant was absorbed 10 h later to detect the release of LDH in the supernatant. o-t Schematic diagram of NCG mice
treated with HLCZ01(lentiviral vector/CPA4) injection (o). After the back hair removal of mice, 5 million HLCZ01 cells overexpressing CPA4 or
vector were injected into them. When the tumour grew out, its volume was measured and recorded every 2 days. When the tumour volume
was approximately 100 mm3, the mice were randomly grouped and injected with HGS-ETR1/2 or PBS (10mg/kg), and then injected again
4 days later. After the second injection, the mice were sacrificed 4 days later, and the tumours were removed for photographic observation (p)
and weighed. According to the measured tumour volume, growth curve analysis was performed for tumours in different groups (q). The
tumour was removed and weighed to analyse the difference in tumour weight between different groups of mice (r). In order to have the
samples on the same PVDF membrane, three tumor tissues were randomly selected from each group to extract proteins. The expression of
GSDME and CPA4 in the tumor tissues was detected by western blot (s, t). u-y Schematic diagram of NCG mice injected with HLCZ01-
ETR1R(sh-control/CPA4) (u). After the back hair removal of mice, 5 million silenced CPA4 or control HLCZ01-ETR1R cells were injected, and the
volume was measured every 3 days after the growth of the tumour, and the volume was measured and recorded. When the tumour volume
was approximately 100 mm3, the mice were randomly grouped and injected with HGS-ETR1 (10mg/kg) or PBS. After 3 days, the mice were
injected again for a total of 5 times. After the fifth injection, the mice were sacrificed 3 days later, and the tumours were removed for photo
observation (v) and weighed. Growth curve analysis was performed for different groups of tumours based on the measured tumour volume
(w). Tumour weight differences between different groups of mice were analysed by weighing the removed tumours (x). Three tumor tissues
were randomly selected from each group to extract proteins, and the expression of GSDME and CPA4 in the tumor tissues was detected by
western blot (y). The experiment was independently repeated two (o-t) or three times(a-n). Two-sided Student’s t test was used to analyse
significant differences. (*p <0.05, **p <0.01, *** p <0.001, **** p <0.0001).
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Fig. 7 CPA4 regulates HGS-ETR1/2 induced pyroptosis by promoting AKT phosphorylation. a, b The expression of p-AKT and AKT was
detected in HGS-ETR1 (a) and HGS-ETR2 (b) cell lines silenced by CPA4, and GAPDH was used as the internal reference protein. c-e After flag-
CPA4 was overexpressed in HEK293T (c), HepG2 (d) and Huh7 (e) cells, AKT phosphatase PP2A protein expression was detected, and GAPDH
was used as the internal reference protein. f-h The PP2A activator SMAP (20 μM) was first added to HLCZ01 (f), HLCZ01-ETR1R (g) and HLCZ01-
ETR2R (h), and the treatment was followed by the addition of HGS-ETR1 or HGS-ETR2 1 h later. The protein was collected 8 h later to detect the
cleavage of GSDME, and GAPDH was used as the internal reference protein. i After 20 μM SMAP was added to HLCZ01 for 1 h, 0.2 μg/mL HGS-
ETR1/2 was added to HLCZ01 for 8 h. The cell supernatant was collected and LDH release in the supernatant was detected. j HLCZ01 cells were
treated with 20 μM SMAP for 1 h, followed by 0.2 μg/mL HGS-ETR1/2. After 8 h of treatment, PI and Hoechst dye solution were added to the
medium and incubated for 20min. Cell death was detected by fluorescence photography. Scale bar, 125 μm. k, l HepG2 (k) and Huh7 (l) cells
were treated with 20 μM SMAP for 1 h, and then HGS-ETR1/2 for 8 h. Proteins were collected and GSDME cleavage was detected. GAPDH was
used as the internal reference protein. The experiment was independently replicated three times. A two-sided Student’s t test was used to
analyse significant differences. (***p <0.001).
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an EP tube containing 400 μL OPTI. At the same time, 36 μL lipo2000
(Thermo Fisher Scientific, USA) transfection reagent was added into
another EP tube containing 400 μL OPTI. After the two tubes were
incubated at room temperature for 5 min, they were gently mixed and
incubated at room temperature for 20min, and the total system was
added into the petri dish. After transfection for 24 h, the culture medium
was changed, and the lentivirus in the cell supernatant was collected and
filtered through a 0.45 μm filter membrane (Merck Millipore) after another
12 h. The filtered supernatant was used to infect cells and stable cell lines
were screened with puromycin (Thermo Fisher Scientific, USA).

Screening and transcriptomic analysis of HGS-ETR1/2
resistant cells
HGS-ETR1/2 was added to HLCZ01 cell medium in a concentration gradient
way to induce drug-resistant cell lines. First, when HLCZ01 cells were
growing well, HGS-ETR1/2 at a concentration of 0.2 μg/mL was added to
the medium. The dead cells in the supernatant were discarded and the
living cells were cultured by subculture. After the cells could grew stably at
this concentration, the concentration of HGS-ETR1/2 was increased to
0.5 μg/mL. After the cells were stabilized, the added concentration of HGS-
ETR1/2 was increased by the same method. When the addition
concentration of HGS-ETR1/2 was increased to 2 μg/mL, the drug
resistance of HLCZ01 cells that could grow continuously and stably at
this concentration was verified.

Co-immunoprecipitation
Forty-eight hours after transfection, the cells were washed twice with cold
PBS, lysed on ice with IP buffer containing protease inhibitor cocktail
(TargetMol, USA) for 30min, and the fully lysed cells were transferred to EP
tubes and centrifuged at 13500 rpm for 15min at 4 °C, the supernatant was
collected, and 10 μL was absorbed for sample preparation as input. The
remaining proteins were incubated with primary antibody at 4 °C
overnight, and protein G agarose (Millipore, USA) washed 5 times with
PBS was added, incubated at 4 °C for 6 h, and then washed 5 times with
PBS. Finally, 40 μL 2 × loading buffer was added to prepare the sample,
which was used for western blot analysis.

Statistical analysis
The data were processed and analysed with GraphPad Prism 8.0.2. The
data are presented as the means ± S.D or mean ± SME, and a two-tailed
Student’s t test was used to calculate the significance of differences
between the two groups. One way ANOVA was used to calculate the
significance of differences among multiple groups. Kaplan–Meier survival

curves were generated and compared using the log-rank test. All
experiments were repeated more than twice. Statistical significance was
defined as a *p <0.05, **p <0.01, ***p <0.001, **** p <0.0001 or
nonsignificant (ns).

DATA AVAILABILITY
The original data of the article can be obtained from the corresponding author upon
reasonable request. The RNA-seq raw data has been deposited in NCBI under
accession number PRJNA1034517.

REFERENCES
1. Wiley SR, Schooley K, Smolak PJ, Din WS, Huang CP, Nicholl JK, et al. Identification

and characterization of a new member of the TNF family that induces apoptosis.
Immunity. 1995;3:673–82.

2. Sheridan JP, Marsters SA, Pitti RM, Gurney A, Skubatch M, Baldwin D, et al. Control
of TRAIL-induced apoptosis by a family of signaling and decoy receptors. Science.
1997;277:818–21.

3. Wang S, El-Deiry WS. TRAIL and apoptosis induction by TNF-family death
receptors. Oncogene. 2003;22:8628–33.

4. Galeone A, Grano M, Brunetti G. Tumor Necrosis Factor Family Members and
Myocardial Ischemia-Reperfusion Injury: State of the Art and Therapeutic Impli-
cations. Int J Mol Sci. 2023;24:4606. https://doi.org/10.3390/ijms24054606.

5. Ashkenazi A, Dixit VM. Death receptors: signaling and modulation. Science.
1998;281:1305–8.

6. Tummers B, Green DR. Caspase-8: regulating life and death. Immunol Rev.
2017;277:76–89.

7. Roth W, Reed JC. FLIP protein and TRAIL-induced apoptosis. Vitam Horm.
2004;67:189–206. https://doi.org/10.1016/S0083-6729(04)67011-7.

8. Chang DW, Xing Z, Capacio VL, Peter ME, Yang X. Interdimer processing
mechanism of procaspase-8 activation. EMBO J. 2003;22:4132–42.

9. Georgakis GV, Li Y, Humphreys R, Andreeff M, O’Brien S, Younes M, et al. Activity
of selective fully human agonistic antibodies to the TRAIL death receptors TRAIL-
R1 and TRAIL-R2 in primary and cultured lymphoma cells: induction of apoptosis
and enhancement of doxorubicin- and bortezomib-induced cell death. Br J
Haematol. 2005;130:501–10.

10. MacFarlane M, Kohlhaas SL, Sutcliffe MJ, Dyer MJS, Cohen GM. TRAIL receptor-
selective mutants signal to apoptosis via TRAIL-R1 in primary lymphoid malig-
nancies. Cancer Res. 2005;65:11265–70.

11. Pukac L, Kanakaraj P, Humphreys R, Alderson R, Bloom M, Sung C, et al. HGS-ETR1,
a fully human TRAIL-receptor 1 monoclonal antibody, induces cell death in
multiple tumour types in vitro and in vivo. Br J Cancer. 2005;92:1430–41.

12. Kabore AF, Sun JM, Hu XJ, McCrea K, Johnston JB, Gibson SB. The TRAIL apoptotic
pathway mediates proteasome inhibitor induced apoptosis in primary chronic
lymphocytic leukemia cells. Apoptosis. 2006;11:1175–93.

13. Menoret E, Gomez-Bougie P, Geffroy-Luseau A, Daniels S, Moreau P, Le Gouill S,
et al. Mcl-1L cleavage is involved in TRAIL-R1- and TRAIL-R2-mediated apoptosis
induced by HGS-ETR1 and HGS-ETR2 human mAbs in myeloma cells. Blood.
2006;108:1346–52.

14. Liu N, Zuo C, Wang X, Chen T, Yang D, Wang J, et al. miR-942 decreases TRAIL-
induced apoptosis through ISG12a downregulation and is regulated by AKT.
Oncotarget. 2014;5:4959–71.

15. Zuo C, Qiu X, Liu N, Yang D, Xia M, Liu J, et al. Interferon-alpha and
cyclooxygenase-2 inhibitor cooperatively mediates TRAIL-induced apoptosis in
hepatocellular carcinoma. Exp Cell Res. 2015;333:316–26.

16. Liu N, Wu Z, Chen A, Chai D, Li L, Zhang L, et al. ISG12a and its interaction partner
NR4A1 are involved in TRAIL-induced apoptosis in hepatoma cells. J Cell Mol
Med. 2019;23:3520–9.

17. Shivange G, Mondal T, Lyerly E, Bhatnagar S, Landen CN, Reddy S, et al. A patch of
positively charged residues regulates the efficacy of clinical DR5 antibodies in
solid tumors. Cell Reports. 2021;37.

18. Ding J, Wang K, Liu W, She Y, Sun Q, Shi J, et al. Pore-forming activity and
structural autoinhibition of the gasdermin family. Nature. 2016;535:111–6.

19. Shi J, Zhao Y, Wang K, Shi X, Wang Y, Huang H, et al. Cleavage of GSDMD by
inflammatory caspases determines pyroptotic cell death. Nature. 2015;526:660–5.

20. LaRock DL, Johnson AF, Wilde S, Sands JS, Monteiro MP, LaRock CN. Group A
Streptococcus induces GSDMA-dependent pyroptosis in keratinocytes. Nature.
2022;605:527–31.

21. Deng W, Bai Y, Deng F, Pan Y, Mei S, Zheng Z, et al. Streptococcal pyrogenic
exotoxin B cleaves GSDMA and triggers pyroptosis. Nature. 2022;602:496–502.

22. Zhou Z, He H, Wang K, Shi X, Wang Y, Su Y, et al. Granzyme A from cytotoxic
lymphocytes cleaves GSDMB to trigger pyroptosis in target cells. Science.
2020;368.

Fig. 8 Schematic diagram of CPA4 and p-AKT synergistically
negatively regulating GSDME-mediated pyroptosis. When the
tumour drug HGS-ETR1/2 induces pyroptosis through the death
receptor signalling pathway, CPA4 and p-AKT can synergistically
inhibit the cleavage of GSDME through positive feedback, thereby
inhibiting pyroptosis.

L. Wang et al.

12

Cell Death and Disease          (2023) 14:793 

https://doi.org/10.3390/ijms24054606
https://doi.org/10.1016/S0083-6729(04)67011-7


23. Chen Q, Shi P, Wang Y, Zou D, Wu X, Wang D, et al. GSDMB promotes non-
canonical pyroptosis by enhancing caspase-4 activity. J Mol Cell Biol.
2019;11:496–508.

24. Zhang JY, Zhou B, Sun RY, Ai YL, Cheng K, Li FN, et al. The metabolite alpha-KG
induces GSDMC-dependent pyroptosis through death receptor 6-activated cas-
pase-8. Cell Res. 2021;31:980–97.

25. Hou J, Zhao R, Xia W, Chang CW, You Y, Hsu JM, et al. PD-L1-mediated gasdermin
C expression switches apoptosis to pyroptosis in cancer cells and facilitates
tumour necrosis. Nat Cell Biol. 2020;22:1264–75.

26. Humphries F, Shmuel-Galia L, Ketelut-Carneiro N, Li S, Wang B, Nemmara VV, et al.
Succination inactivates gasdermin D and blocks pyroptosis. Science.
2020;369:1633–7.

27. Sarhan J, Liu BC, Muendlein HI, Li P, Nilson R, Tang AY, et al. Caspase-8 induces
cleavage of gasdermin D to elicit pyroptosis during Yersinia infection. Proc Natl
Acad Sci USA. 2018;115:E10888–E97.

28. Wang Y, Gao W, Shi X, Ding J, Liu W, He H, et al. Chemotherapy drugs induce
pyroptosis through caspase-3 cleavage of a gasdermin. Nature. 2017;547:99–103.

29. Wang K, Sun Q, Zhong X, Zeng M, Zeng H, Shi X, et al. Structural Mechanism for
GSDMD Targeting by Autoprocessed Caspases in Pyroptosis. Cell.
2020;180:941–55.e20.

30. Liu X, Zhang Z, Ruan J, Pan Y, Magupalli VG, Wu H, et al. Inflammasome-activated
gasdermin D causes pyroptosis by forming membrane pores. Nature.
2016;535:153–8.

31. He WT, Wan H, Hu L, Chen P, Wang X, Huang Z, et al. Gasdermin D is an executor
of pyroptosis and required for interleukin-1beta secretion. Cell Res.
2015;25:1285–98.

32. Lin J, Sun S, Zhao K, Gao F, Wang R, Li Q, et al. Oncolytic Parapoxvirus induces
Gasdermin E-mediated pyroptosis and activates antitumor immunity. Nat Com-
mun. 2023;14:224.

33. Zhang Z, Zhang Y, Xia S, Kong Q, Li S, Liu X, et al. Gasdermin E suppresses tumour
growth by activating anti-tumour immunity. Nature. 2020;579:415–20.

34. Zhu Z, Cao C, Zhang D, Zhang Z, Liu L, Wu D, et al. UBE2T-mediated Akt ubi-
quitination and Akt/beta-catenin activation promotes hepatocellular carcinoma
development by increasing pyrimidine metabolism. Cell Death Dis. 2022;13:154.

35. Goldbraikh D, Neufeld D, Eid-Mutlak Y, Lasry I, Gilda JE, Parnis A, et al. USP1
deubiquitinates Akt to inhibit PI3K-Akt-FoxO signaling in muscle during pro-
longed starvation. EMBO Rep. 2020;21:e48791.

36. Sun L, Guo C, Yuan H, Burnett J, Pan J, Yang Z, et al. Overexpression of car-
boxypeptidase A4 (CPA4) is associated with poor prognosis in patients with
gastric cancer. Am J Transl Res. 2016;8:5071–5.

37. Ross PL, Cheng I, Liu X, Cicek MS, Carroll PR, Casey G, et al. Carboxypeptidase 4
gene variants and early-onset intermediate-to-high risk prostate cancer. BMC
Cancer. 2009;9:69.

38. Covaleda G, del Rivero MA, Chavez MA, Aviles FX, Reverter D. Crystal structure of
novel metallocarboxypeptidase inhibitor from marine mollusk Nerita versicolor in
complex with human carboxypeptidase A4. J Biol Chem. 2012;287:9250–8.

39. Wang C, Li X, Xue B, Yu C, Wang L, Deng R, et al. RasGRP1 promotes the acute
inflammatory response and restricts inflammation-associated cancer cell growth.
Nat Commun. 2022;13:7001.

40. Pan H, Pan J, Ji L, Song S, Lv H, Yang Z, et al. Carboxypeptidase A4 promotes cell
growth via activating STAT3 and ERK signaling pathways and predicts a poor
prognosis in colorectal cancer. Int J Biol Macromol. 2019;138:125–34.

41. Jiang Y, Yang Y, Hu Y, Yang R, Huang J, Liu Y, et al. Gasdermin D restricts anti-
tumor immunity during PD-L1 checkpoint blockade. Cell Rep. 2022;41:111553.

42. Kayagaki N, Stowe IB, Lee BL, O’Rourke K, Anderson K, Warming S, et al. Caspase-
11 cleaves gasdermin D for non-canonical inflammasome signalling. Nature.
2015;526:666–71.

43. Younes M, Georgakis GV, Rahmani M, Beer D, Younes A. Functional expression of
TRAIL receptors TRAIL-R1 and TRAIL-R2 in esophageal adenocarcinoma. Eur J
Cancer. 2006;42:542–7.

44. Luster TA, Carrel JA, McCormick K, Sun D, Humphreys R. Mapatumumab and
lexatumumab induce apoptosis in TRAIL-R1 and TRAIL-R2 antibody-resistant
NSCLC cell lines when treated in combination with bortezomib. Mol Cancer
Therap. 2009;8:292–302.

45. Shao Q, Zhang Z, Cao R, Zang H, Pei W, Sun T. CPA4 Promotes EMT in Pancreatic
Cancer via Stimulating PI3K-AKT-mTOR Signaling. Oncolo Targets Ther.
2020;13:8567–80.

46. Fu Y, Su L, Cai M, Yao B, Xiao S, He Q, et al. Downregulation of CPA4 inhibits non
small-cell lung cancer growth by suppressing the AKT/c-MYC pathway. Mol
Carcinog. 2019;58:2026–39.

47. Gao W, Guo N, Zhao S, Chen Z, Zhang W, Yan F, et al. Carboxypeptidase A4
promotes cardiomyocyte hypertrophy through activating PI3K-AKT-mTOR sig-
naling. Biosci Rep. 2020;40:BSR20200669. https://doi.org/10.1042/BSR20200669.

48. Wang Y, Xie Y, Niu Y, Song P, Liu Y, Burnett J, et al. Carboxypeptidase A4
negatively correlates with p53 expression and regulates the stemness of breast
cancer cells. Int J Med Sci. 2021;18:1753–9.

49. Lei X, Liu D, Song D, Fan J, Dai G, Yang L. Knockdown of carboxypeptidase A4
(CPA4) inhibits gastric cancer cell progression via cell cycle arrest and apoptosis. J
Gastrointest Oncol. 2022;13:2823–31.

50. Li Y, Du L, Ye K, Sun X, Hu L, Gao S, et al. AKT inhibition sensitizes acute leukemia
cells to S63845-induced apoptosis. Hematology. 2023;28:2214465.

51. Wang T, Wang J, Zhang T, Gu A, Li J, Shan A. The Antagonistic Effect of Glutamine
on Zearalenone-Induced Apoptosis via PI3K/Akt Signaling Pathway in IPEC-J2
Cells. Toxins (Basel). 2021;13:891. https://doi.org/10.3390/toxins13120891.

52. Han J, Wang L, Lv H, Liu J, Dong Y, Shi L, et al. EphA2 inhibits SRA01/04 cells
apoptosis by suppressing autophagy via activating PI3K/Akt/mTOR pathway.
Arch Biochem Biophys. 2021;711:109024.

ACKNOWLEDGEMENTS
We thank Dr. Jianchuan Wang (Center for Translational Research, Shenzhen Bay
Laboratory) and Dr. Huawei Liu (Southwest University) for helping with the
manuscript, and Dr. Chaohui Zuo (Hunan Cancer Hospital) for providing tissue
samples. This study was supported by grants from the National Natural Science
Foundation of China (82072269 and 81730064 to H.Z.; 81971498 to S.T.), China
Postdoctoral Science Foundation (2021M701151 to R.D.) and the Natural Science
Foundation of Hunan Province (2022JJ40110 to R.D.).

AUTHOR CONTRIBUTIONS
HZ and ST designed the research. LW, RD and SC performed research. RT, MG, ZC, YZ,
HL and QL provided technical support. LW wrote the manuscript. All authors
approved the final version for submission.

COMPETING INTERESTS
The authors declare no competing interests.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-023-06327-5.

Correspondence and requests for materials should be addressed to Songqing Tang
or Haizhen Zhu.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2023

L. Wang et al.

13

Cell Death and Disease          (2023) 14:793 

https://doi.org/10.1042/BSR20200669
https://doi.org/10.3390/toxins13120891
https://doi.org/10.1038/s41419-023-06327-5
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Carboxypeptidase A4 negatively regulates HGS-ETR1/2-induced pyroptosis by forming a positive feedback loop with the AKT signalling pathway
	Introduction
	Results
	HGS-ETR1/2 induces pyroptosis mediated by cleavage of�GSDME
	HGS-ETR1/2-induced pyroptosis is regulated by the caspase signalling pathway
	Screening and transcriptomic analysis of cell lines resistant to HGS-ETR1/2-induced pyroptosis
	The AKT pathway regulates HGS-ETR1/2-induced pyroptosis
	Carboxypeptidase A4 (CPA4) regulates HGS-ETR1/2-induced pyroptosis
	CPA4 regulates HGS-ETR1/2- inducedpyroptosis by promoting AKT phosphorylation
	CPA4 can regulate pyroptosis independently of its carboxypeptidase activity
	CPA4 is associated with poor tumour prognosis in the�clinic

	Discussion
	Materials And Methods
	Plasmids
	Cells
	Antibodies and reagents
	Mice
	Patient samples and ethical regulation
	LDH release�assay
	Hoechst 33342/PI double fluorescence staining
	RNA extraction and quantitative real-time PCR (qRT-PCR)
	Protein preparation and western blotting
	Lentiviral production and infection
	Screening and transcriptomic analysis of HGS-ETR1/2 resistant�cells
	Co-immunoprecipitation
	Statistical analysis

	References
	Acknowledgements
	Author contributions
	Competing interests
	ADDITIONAL INFORMATION




