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AAV9-Tspyl2 gene therapy retards bleomycin-induced
pulmonary fibrosis by modulating downstream TGF-β signaling
in mice
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Idiopathic pulmonary fibrosis (IPF) is a devastating fibrotic lung disease characterized by scarring and destruction of the lung
architecture, with limited treatment options. Targeted gene therapy to restore cell division autoantigen-1 (CDA1) expression may
be a potential treatment approach to delay the progression of pulmonary fibrosis (PF). Here, we focused on CDA1, which was
significantly decreased in human IPF, in a mouse model of bleomycin (BLM)-induced PF, and in transforming growth factor (TGF-β)-
challenged lung fibroblasts. In vitro, CDA1 overexpression by lentivirus infection in human embryonic lung fibroblasts (HFL1 cells)
inhibited the production of pro-fibrotic and pro-inflammatory cytokines, lung fibroblast-to-myofibroblast transition, and
extracellular matrix protein expression induced by exogenous TGF‐β1 treatment, whereas CDA1 knockdown with small interfering
RNA promoted this effect. CDA1 overexpression also inhibited cell proliferation and migration. In a mouse model of BLM-induced
PF, we provided novel evidence that the intratracheal delivery of adeno-associated virus serotype 9 carrying the mouse Tspyl2 gene
reduced lung tissue inflammation and fibrosis. Mechanistically, CDA1, as a transcription regulator, could repress the TGF-β signal
transduction in vivo and in vitro. In conclusion, our results show that Tspyl2 gene therapy plays an antifibrotic role by inhibiting the
lung fibroblast-to-myofibroblast transition and downstream TGF-β/Smad3 signaling transduction in BLM-induced PF in mice,
suggesting that CDA1 is an appropriate and promising therapeutic target for PF.
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INTRODUCTION
Idiopathic pulmonary fibrosis (IPF) is a chronic progressive
interstitial lung disease with unknown causes, characterized by
scarring and destruction of the lung architecture, leading to
reduced quality of life and early death [1]. From 2009–2020, the
incidence of IPF (per 10,000 of the population) ranged from 0.35-
1.30 in Asia-Pacific countries, 0.09-0.49 in Europe, and 0.75-0.93 in
North America [2]. Although IPF remains rare, its incidence has
gradually increased [3].The median survival time of IPF from
diagnosis is only 2-4 years [4], which is comparable to that of
invasive tumors and seriously threatens the life and health of
patients. Currently, the only drugs approved internationally for IPF
treatment are pirfenidone and nintedanib [5]; however, neither of
these drugs can reduce respiratory-specific mortality and all-cause
mortality [6]. Thus, there is an urgent need to identify novel
targets that are safe and effective for IPF treatment.
The pathogenesis of IPF is complex and multifactorial, and involves

the precise regulation of various types of cells, inflammatory factors,
chemokines, and pro-fibrotic factors [7]. Among them, lung myofibro-
blasts are the key effector cells, which are mainly derived from the
transdifferentiation of lung fibroblasts and are responsible for the
synthesis and deposition of the extracellular matrix (ECM), resulting in
the loss of alveolar function and structural remodeling [8]. Transdiffer-
entiation and proliferation of lungmyofibroblasts are the key factors in

progressive fibrosis. Transformation growth factor-β1 (TGF-β1) has long
been considered a key pro-fibroticmediator in organ fibrosis, largely by
activating its downstream small mother against decapentaplegic
(Smad) signaling pathway [9]. Nonetheless, direct targeted intervention
by TGF-β, which is involved in regulating important processes such as
embryogenesis and homeostasis, will lead to serious adverse events
and even death [10].
Cell division autoantigen-1 (CDA1, also known as TSPYL2, TSPX,

DENTT, Se20-4, NP79, CINAP, and CTCL) is a phosphorylated protein
encoded by the Tspyl2 gene on the X chromosome, mainly located in
the nucleus, and is widely expressed in various organs and tissues [11,
12]. Initially, CDA1 was identified as a target gene involved in TGF-β1-
mediated responses in human lung cancer cells [13]. Recent studies
have reported that CDA1 played an important regulatory role in
processes including TGF-β signal transduction [11], DNA damage repair
[14, 15], cell proliferation [16], gene transcription and translation [12].
Multiple studies by Chai et el. have shown that CDA1 was involved in
regulating fibrosis by modulating downstream TGF-β1 signaling in
murine diabetic models of atherosclerosis and renal fibrosis, and
targeted intervention with CDA1 inhibited the pathological pro-fibrotic
effect of TGF-β1 without significant effects on other important
physiological functions [17–19]. These studies suggest that CDA1 plays
an important role in organ fibrosis. Drug development based on CDA1
is expected to provide new hope for IPF treatment.
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Studies have reported that CDA1 is abundantly expressed in lung
tissues [20, 21]; however, the role of CDA1 in IPF is unclear. Given the
critical role of CDA1 in mediating the biological functions of TGF-β,
this study explored the lung effects of targeted intervention with
CDA1, with a particular focus on bleomycin (BLM)-induced pulmonary
fibrosis (PF), ECM accumulation, lung fibroblast-to-myofibroblast
transition, and TGF-β signal transduction.

RESULTS
CDA1 expression decreases in human IPF and mouse model of
BLM-induced PF
We analyzed the expression of CDA1 in IPF patients in two Gene
Expression omnibus (GEO) datasets (GSE53845 and GSE24206). As
shown in Fig. 1A, the mRNA expression of CDA1 in the lung tissues
of IPF patients was significantly lower than that in healthy controls
in GSE53845. Additionally, after differentiating between early and
advanced IPF disease stages, the mRNA of CDA1 was significantly
decreased in the early stages of IPF patients in GSE24206 (Fig. 1B).
We further evaluated CDA1 level, along with other fibrotic

biomarkers, in lung tissues on days 0, 3, 7, 14, 21, and 28 after BLM
administration in BLM-induced PF in mice. The mRNA level of α-
smooth muscle actin (α-SMA) increased on day 3 and peaked on
day 7. The mRNA levels of collagen I, fibronectin, and TGF-β
increased on day 7 and peaked on day 14 (Supplementary Fig. 1A).
This is consistent with the well-recognized finding that BLM-
induced PF exhibits a phase transition from inflammation to
fibrosis on day 5-7 [22]. On day 28, the mRNA levels of α-SMA,
fibronectin, and TGF-β were still higher than those in the controls,
but the collagen I level was not significantly different. In terms of
histopathology, Masson and Sirius Red staining revealed obvious
morphological changes (thickened alveolar septum and destroyed
the alveolar structure) and massive collagen deposition in the
lungs on day 14, which were more severe on days 21 and 28
(Supplementary Fig. 1B). Importantly, the mRNA and protein levels
of CDA1 decreased significantly on day 7-28 (Fig. 1C–E). Moreover,
lung immunohistochemical staining also revealed that CDA1 was
mainly expressed in the nucleus (Fig. 1E). Overall, these time-
course experiments showed that the expression of CDA1
decreased in parallel with the production of fibrotic biomarkers,
and remained low during the fibrotic phase.
To further confirm the changes in CDA1 expression, we

performed transcriptome sequencing of fibrotic lung tissues on
day 21 in comparison with lung tissues from healthy mice of the
same age. A total of 4,536 differentially expressed genes (DEGs)
were downregulated in fibrotic lung tissues of mice, including
Tspyl2 (Fig. 1F). Kyoto Encyclopedia of Genes and Genomes (KEGG)
pathway analysis of all DEGs revealed the activation of ECM-
receptor interaction, TGF-β signaling pathway, cell cycle, and other
fibrosis-related pathways (Fig. 1G).

CDA1 expression decreases after lung fibroblast-to-
myofibroblast transition in response to TGF-β1 treatment
in vitro
TGF-β1 has long been considered a key mediator of organ fibrosis
and is an important cytokine involved in the fibroblast-to-
myofibroblast transition. Human embryonic lung fibroblasts
(HFL1 cells) were stimulated with 10 ng/mL TGF-β1 for 24–72 h. After
24 h of TGF-β1 treatment, the expression of fibrotic biomarkers (α-
SMA, collagen I, and fibronectin) began to increase, whereas the
mRNA and protein expression of CDA1 decreased (Fig. 2A, B). We also
purified and identified murine lung primary fibroblasts (Fig. 2C) and
stimulated them with 5 ng/mL TGF-β1 for 24-72 h. After the mouse
lung primary fibroblast-to-myofibroblast transition, CDA1 showed a
marked decrease, which was significant at 48–72 h (Fig. 2D, E).
Overall, these time-course experiments revealed that CDA1 expres-
sion decreased in parallel with the production of fibrotic biomarkers
in lung fibroblasts in response to TGF-β1 treatment.

CDA1 overexpression inhibits the expression of fibrotic
biomarkers in HFL1 cells
To confirm the response of fibrotic biomarkers with an increase
in CDA1 protein level, the CDA1-encoding gene Tspyl2 was
integrated into the HFL1 cell genome by the lentivirus vector
encoding human Tspyl2 (Lv-Tspyl2) to construct a CDA1-
overexpressed HFL1 cell model. Following the increase in CDA1
protein level, the expression of TGF-β, α-SMA, collagen I, and
fibronectin was markedly decreased by >50% (Fig. 3A). These
findings suggest a physiological role for endogenous CDA1 in
the negative regulation of TGF-β and its target genes in
HFL1 cells.

CDA1 overexpression reverses lung fibroblast-to-
myofibroblast transition, inflammation, cell proliferation and
migration by abrogating TGF-β/Smad3 signaling in vitro
To further confirm the physiological role of CDA1 overexpression,
HFL1 cells were infected with Lv-Tspyl2 to upregulate the CDA1 level,
after which the cells were stimulated with TGF-β1 (10 ng/mL) for 48 h.
The stimulation of TGF-β1 increased α-SMA, collagen I, fibronectin, TGF-
β, and P-Smad3/Smad3 expression in HFL1 cells, while CDA1
overexpression blocked this effect (Fig. 3B, C). Moreover, chromatin
immunoprecipitation (ChIP) analysis showed a strong occupancy of
CDA1 protein with TGF-β1 promoter in the position corresponding to
the 6th pair of TGF-β1 promoter primer, and a weak occupancy in the
position corresponding to the 3th and 8th pairs of TGF-β1 promoter
primers (Fig. 4). These results suggested that CDA1was a transcriptional
regulator on TGF-β signaling.
As shown in Fig. 5A, enzyme-linked immunosorbent assay

(ELISA) results revealed that TGF-β1 stimulation led to increased
levels of TGF-β1 and inflammatory cytokines (TNF-α, IL-1β, and
IL-6) in the cell culture supernatant, whereas CDA1 over-
expression attenuated this effect. Next, 5-ethynyl-2’-deoxyur-
idine (EDU) staining showed an increased percentage of
proliferating cells following stimulation with exogenous TGF‐
β1 cytokine, which could be substantially abolished by the
overexpression of the Tspyl2 gene (Fig. 5B). Additionally,
transwell migration and wound healing assays were conducted
to identify the migration ability of HFL1 cells after infection with
Lv-Tspyl2 (Fig. 5C, D). The results revealed a decreased migration
rate in the Lv-Tspyl2 group compared to that in the control
lentivirus (Lv-Control) group. TGF-β1 treatment dramatically
promoted the migration of HFL1 cells; however, after CDA1
overexpression, the migration rate was significantly decreased in
the Lv-Tspyl2+TGF-β1 group. These data suggest that CDA1
overexpression suppresses the lung fibroblast-to-myofibroblast
transition, inflammation, cell proliferation and migration by
abrogating TGF-β/Smad3 signaling in vitro.

CDA1 knockdown promotes the lung fibroblast-to-
myofibroblast transition and the release of inflammatory
cytokines in vitro
Furthermore, to verify the response of fibrotic biomarkers with a
decrease in CDA1 protein level, the mRNA of CDA1 was
degraded efficiently and specifically by small interfering RNA
(siRNA)-Tspyl2 transfection, to construct a CDA1 knockdown
HFL1 cell model. After 24 h of siRNA transfection, cells were
stimulated with exogenous TGF‐β1 for 48 h. The mRNA and
protein levels of CDA1 in the siRNA-Tspyl2 group were
significantly lower than those in the negative control (NC)
group. CDA1 knockdown further amplified the effect of TGF-β1-
induced increases in α-SMA, collagen I, fibronectin, TGF-β, and P-
Smad3/Smad3 expression in HFL1 cells (Fig. 6A, B). CDA1
knockdown further increased the release of TGF-β1, TNF-α, IL-
1β, and IL-6 in the cell culture supernatant (Fig. 6C). These results
confirmed the inhibitory effect of CDA1 on the fibroblast-to-
myofibroblast transition, inflammation, and TGF-β/
Smad3 signaling pathway in HFL1 cells.
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Fig. 1 CDA1 expression decreases in human IPF and mouse models of BLM-induced PF. A, B CDA1 expression level in the lung tissues of IPF
and healthy controls in GSE53845 and GSE24206. C, D The mRNA and protein levels of CDA1 using western blotting and qRT-PCR analysis.
E Immunohistochemistry staining of CDA1 (dark brown) in mouse lung tissues to assess its expression and cellular localization. F Volcano plot
of gene expression changes (|log2Fold change | >0.5, P < 0.05, FDR < 0.05). G KEGG pathway enrichment analysis of all the DEGs. Data are
means ± SD; ns no significant difference, *P < 0.05, **P < 0.01, ***P < 0.001. Student’s t test was used in (A–D). Each group was compared with
the control group in (C, D). DEGs differentially expressed genes. KEGG Kyoto Encyclopedia of Genes and Genomes.
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Preventive intratracheal delivery of AAV9-Tspyl2 retards BLM-
induced PF by inhibiting the activation of TGF-β/Smad3
signaling
To assess the effect of Tspyl2 gene therapy, we first assessed the
gene transfer efficiency of adeno-associated virus serotype 9
(AAV9)-mediated gene transfer by detecting GFP protein and
fluorescence signals in mouse lungs harvested 28 days after
administration of control AAV9 vector encoding green fluorescent
protein (GFP; AAV9-GFP). As shown in Supplementary Fig. 2A and
B, we found a massive increase in GFP protein expression after
intratracheal delivery of AAV9-GFP, and a viral load of 2.5×1011v.
g./mice was sufficient. Under these conditions, GFP proteins were
expressed abundantly in the endothelial cells of small pulmonary
arteries, bronchial epithelial cells, and pneumocytes (Supplemen-
tary Fig. 2C). Unsatisfactorily, the protein expression of CDA1 in
mouse lung tissues did not change significantly when AAV9-GFP
was delivered via tail vein injection.
Next, we evaluated the effect of the Tspyl2 gene therapy. In the

experimental protocol, mice were randomly allocated to a control
AAV9-GFP group that received a single intratracheal aerosolization
AAV9-GFP, and an AAV9 carrying the mouse Tspyl2 gene (AAV9-
Tspyl2) group that received intratracheal AAV9-Tspyl2 injections.
Four weeks later, all mice were randomly assigned to receive
intratracheally aerosolized BLM or phosphate-buffered saline (PBS)

solution (Fig. 7A). After a single intratracheal aerosolization of BLM,
significant weight loss was observed in the AAV9-GFP+ BLM
group; however, CDA1 overexpression resulted in significant
improvement of weight loss in AAV9-Tspyl2+BLM (Fig. 7B).
Furthermore, quantitative real-time PCR (qRT-PCR), western
blotting, and immunohistochemical staining showed that CDA1
was upregulated and expressed abundantly in the endothelial
cells of small pulmonary arteries, bronchial epithelial cells, and
pneumocytes in the lungs of AAV9-Tspyl2-treated mice, indicating
successful AAV9-Tspyl2 delivery to the lungs (Fig. 7C, D, E). In the
AAV9-GFP+ BLM group, the mRNA and protein levels of collagen I
and fibronectin increased significantly, whereas they were
attenuated by AAV9-Tspyl2 treatment in the AAV9-Tspyl2+BLM
group (Fig. 7C, D). Further analysis revealed that TGF-β1 protein
level and P-Smad3/Smad3 protein ratio were upregulated in the
BLM-induced PF model, while AAV9-Tspyl2 treatment reversed
this effect (Fig. 7D).
Microcomputed tomography (micro-CT) images revealed

destroyed lung structures, multiple fiber strip shadows, and
consolidation shadows in both lungs of the BLM-induced PF
group, while in the AAV9-Tspyl2+BLM group, the structural
destruction of lung tissues was alleviated (Fig. 8A). Masson and
Sirus Red staining revealed abundant collagen deposition in the
lung tissue after BLM treatment in mice. While, collagen

Fig. 2 CDA1 expression decreases after the lung fibroblast-to-myofibroblast transition in response to TGF-β treatment in both mouse
and human lung fibroblasts. A, B Time-course analysis of CDA1 and fibrotic biomarkers using western blotting and qRT-PCR analysis in HFL1s
in response to TGF-β treatment. C Representative images of lung primary fibroblasts purified by crawl out method and identified by vimentin
immunofluorescence (red). Nuclei were stained with DAPI (blue). D, E Time-course analysis of CDA1 and fibrotic biomarkers using western
blotting and qRT-PCR analysis in mice lung primary fibroblasts in response to TGF-β treatment. Data are means ± SD; ns no significant
difference, *P < 0.05, **P < 0.01, ***P < 0.001. Student’s t test was used in (A, B, D, E), and each group was compared with the control group.
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Fig. 3 CDA1 overexpression reverses the transdifferentiation of lung fibroblasts into myofibroblasts by abrogating TGF-β/
Smad3 signaling in vitro. A The protein level of CDA1 and fibrotic biomarkers using western blotting analysis in HFL1 cells after Lv-
Tspyl2 infection. B, C Western blotting and qRT-PCR to test CDA1, fibrotic biomarkers, and TGF-β/Smad3 signaling at protein and mRNA levels
after TGF-β1 or Lv-Tspyl2 treatment. Data are means ± SD, ns no significant difference, *P < 0.05, **P < 0.01, ***P < 0.001. Student’s t test was
used in (A), and one-way ANOVA followed by a Tukey’s test was used in (B, C).
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deposition was significantly reduced in the AAV9-Tspyl2+BLM
group compared to the AAV9-GFP+ BLM group (Fig. 8B). ELISA
analysis showed that AAV9-Tspyl2 treatment significantly
decreased the concentrations of hydroxyproline and matrix
metalloproteinase-9 (MMP-9) in the lung tissues and TGF-β1 in
the bronchoalveolar lavage fluid (BALF) of mice in the BLM-
induced PF model (Fig. 8C). There, CDA1 overexpression was
verified to alleviate PF induced by BLM administration.

CDA1 overexpression relieves BLM-induced inflammation in
PF
We further evaluated the inflammation in BLM-induced PF in mice.
Hematoxylin-eosin (HE) staining showed a single intratracheal
aerosolization of BLM resulted in obvious lung morphological
changes, including thickening of the alveolar septum, destroyed
alveolar structure, and heavy inflammatory cell infiltration in the
alveolar space and lung interstitium; however, CDA1 overexpression
reduced lung tissue damage (Fig. 9A). Immunofluorescence staining
results also showed that F4/80+ macrophages and Ly6G+
neutrophils were significantly decreased in the AAV9-Tspyl2+BLM
group (Fig. 9B). Furthermore, ELISA results indicated significant
upregulation of TNF-α, IL-1β, and IL-6 expression in the BALF of
AAV9-GFP+ BLM group, whereas AAV9-Tspyl2 treatment sup-
pressed the effect (Fig. 9C). These results suggest that CDA1
overexpression relieves BLM-induced inflammation in PF.

DISCUSSION
IPF is a devastating fibrotic lung disease with limited treatment
options that seriously threatens the life and health of patients. The
pathophysiology underlying PF is complex and elusive, and has
not been fully elucidated. In this study, BLM aerosolization
induced the production of pro-fibrotic and pro-inflammatory
cytokines, mainly TGF-β1, TNF-α, IL-1β, and IL-6, and increased the
expression of ECM proteins, such as α-SMA, collagen I, and
fibronectin, in BLM-induced PF mice. Consistently, exogenous
TGF‐β1 challenged lung fibroblasts produced more pro-fibrotic
and pro-inflammatory cytokines and ECM proteins in vitro. We
provided novel evidence that CDA1 overexpression through
AAV9-Tspyl2 aerosolization in vivo or Lv-Tspyl2 infection in vitro

exerted anti-inflammatory and antifibrotic effects, and CDA1
overexpression in human lung fibroblasts also inhibited cell
proliferation and migration ability. Furthermore, we revealed that
CDA1, as a transcription regulator, efficiently inhibited TGF-
β1 signal transduction. These findings elucidate the molecular
mechanisms by which CDA1 plays an antifibrotic role by inhibiting
the lung fibroblast-to-myofibroblast transition and downstream
TGF-β/Smad3 signaling pathway in BLM-induced PF.
BLM is a chemotherapeutic drug used to treat various

malignant tumors, but a single aerosolization of high-dose BLM
in mice led to early strong inflammation in the lung tissue, which
transitioned into fibrosis after 5-7 days [22]. The BLM-induced PF
model has histological features similar to those of IPF patients,
including disruption of alveolar architecture, abnormal myofibro-
blast proliferation and transdifferentiation, and excessive deposi-
tion of ECM proteins, which mimics the nature of progressive
fibrosis seen in IPF patients [23, 24]. Nonetheless, the fibrotic
phase of BLM-induced PF is self-limiting and is ultimately
reversible. Spontaneous regression of fibrosis, particularly in mice,
typically occurs 3-4 weeks after the intratracheal administration of
BLM [22, 25]. In our study, the time-course experiments revealed
that the expression of CDA1 decreased on day 7 post-intratracheal
BLM administration, coinciding with the increase in fibrotic
biomarkers mainly on day 7. This was consistent with the
previously reported transition time from inflammation to fibrosis.
Moreover, CDA1 expression decreased mainly during the fibrotic
phase, suggesting that CDA1 was closely related to PF.
The present study provides novel insights into the antifibrotic

role of CDA1 in BLM-induced PF. However, these findings
challenge several current studies on the pro-fibrotic effect of
CDA1 in murine diabetic models of atherosclerosis and renal
fibrosis [17–19]. Our data revealed that CDA1 expression
decreased in human IPF, a mouse model of BLM-induced PF,
and TGF‐β1 challenged lung fibroblasts. Conversely, Chai et al.
found significantly elevated CDA1 expression in murine diabetic
models of atherosclerosis and renal fibrosis, TGF-β-treated HK-2
cells, and vascular smooth muscle cells [17–19]. We speculate that
the changes in CDA1 expression in response to TGF-β treatment
may be inconsistent across cell types. Similarly, TGF-β treatment
inhibits the proliferation of nearly all non-neoplastic epithelial,
endothelial, hematopoietic, neural, and some types of mesench-
ymal cells but promotes the proliferation of other mesenchymal
cells, such as fibroblasts and smooth muscle cells [26]. In addition,
the pathogenesis of diabetes-related organ fibrosis and BLM-
induced PF are significantly different. Diabetes-related organ
fibrosis, which takes at least half a year, is the final pathological
change in long-term chronic injury caused by multiple factors
such as hyperglycemia, persistent inflammation, and dysfunction
of vascular endothelial cells in diabetic animals [18, 19, 27].
Conversely, BLM-induced PF in mice, which takes only 2-3 weeks,
originates from early strong inflammation in the lung tissue [22].
The severity of tissue damage in the PF is significantly greater than
that in diabetes-related organ fibrosis. Further, no studies have
reported the role of CDA1 in fibrosis of other organs, such as the
liver and skin.
Additionally, IPF and lung cancer share many pathogenic

similarities, including genetic and epigenetic markers [28]. The
occurrence and development of tumors are also related to
inflammatory cells, fibroblasts, and abnormally secreted ECM
proteins [29–31]. Solid tumors are often accompanied by organ
fibrosis and inflammatory cell infiltration [32, 33]. Likewise, the
probability of tumorigenesis is greatly increased in fibrotic tissues
[34, 35]. Numerous studies have reported that Tspyl2 gene acts as
a tumor suppressor gene, and its encoded protein CDA1 is
significantly downregulated in various types of tumors, such as
glioma, lung cancer, liver cancer, and prostate cancer [36–39]. To a
certain extent, the tumor suppressor effect of CDA1 supports its
antifibrotic role in BLM-induced PF. Notably, CDA1 can not only

Fig. 4 CDA1 is a transcriptional regulator on TGF-β signaling. ChIP
analysis was conducted to investigate the transcriptional regulation
of CDA1 on TGF-β signaling. Data are means ± SD.
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attenuate lung fibrosis but also further inhibit lung tumorigenesis
in BLM-induced PF.
In other diseases, CDA1 can also maintain the normal

development of the nervous system [40–43] and heart [44, 45],
allowing them to function properly. In diabetes patients, CDA1
helps reduce the severity of aortic aneurysms [46]. CDA1 in host
cells can also inhibit the growth and replication of Toxoplasma
gondii [47, 48]. These results suggest that CDA1 plays a positive
protective role in most diseases, which is consistent with its
antifibrotic effect in BLM-induced PF.
Although the underlying pathophysiology of PF is elusive, all

stages of PF is accompanied by inflammation [49]. Initially, it is an
acute strong inflammation in lung tissues, which transitions into
fibrosis with chronic inflammation after 5-7 days, in BLM-induced
PF [22]. However, inflammation as an important etiology of IPF is
controversial owing to the negative results of anti-inflammatory
therapy [50–52]. Despite these concerns, our results revealed that

CDA1 inhibited inflammation both in vivo and in vitro, suggesting
that CDA1 may attenuate BLM-induced PF, partly by inhibiting the
inflammation.
In our study, CDA1 also inhibited the proliferation and migration

of HFL1 cells. Similarly, CDA1 inhibits the proliferation of HeLa cells
[16], lung cancer cells (A549) [39], breast cancer cells (MCF-7) [39],
and prostate cancer cells (LNCaP) [36], which is directly
determined by its two cyclin-dependent kinase phosphorylation
sites [16]. Concurrently, CDA1 can also inhibit the migration ability
of A549 and MCF-7 cells [39]. The lung fibroblast-to-myofibroblast
transition significantly enhanced the cell migration ability, which
was a key factor for progressive PF; however, CDA1 overexpression
could inhibit it. These results indicate that CDA1 is a novel target
for PF retardation.
In summary, Tspyl2 gene therapy attenuates BLM-induced PF,

partly by inhibiting the lung fibroblast-to-myofibroblast transition
and TGF-β/Smad3 signaling pathway. These data strongly suggest

Fig. 5 CDA1 overexpression reverses inflammation, cell proliferation, and migration following stimulation with exogenous TGF‐β1
cytokine in HFL1 cells. AMeasurement of TGF-β1, TNF-α, IL-1β, and IL-6 in the cell culture supernatant by ELISA. B EDU staining (red) to detect
the influence of CDA1 overexpression on the cell proliferation after TGF‐β1 stimulation. Nuclei were stained with DAPI (blue). C, D Transwell
migration assay and wound healing assay to evaluate the cell migration ability. Data are means ± SD, *P < 0.05, **P < 0.01, ***P < 0.001. One-
way ANOVA followed by a Tukey’s test was used in (A–D).
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that CDA1 is an appropriate and promising molecular target with
safety and effectiveness in blocking the pro-fibrotic effect of TGF-
β, thus preventing, retarding, or treating PF.

MATERIALS AND METHODS
Microarray analysis from Gene Expression omnibus (GEO)
datasets
To analyze the expression of CDA1 in the lung tissues of IPF patients,
GSE53845 (comprising 40 IPF and 8 control samples) and GSE24206
(comprising 17 samples from 11 IPF patients [six patients provided a pair of

samples from upper and lower lobes] and six control samples) microarray
datasets were obtained from the GEO datasets (https://
www.ncbi.nlm.nih.gov/). The mRNA differential expression of CDA1 in IPF
patients and healthy controls was analyzed using the GEO2R online
analysis tool.

Animal models and treatments
Eight-week-old male specific-pathogen-free C57BL/6 mice (weight
21–25 g) were purchased from HuafuKang Biotechnology (Beijing, China).
The intratracheal delivery of aerosolized BLM or AAV9-Tspyl2 was
performed as previously described [53]. Briefly, the mice were anesthetized

Fig. 6 CDA1 knockdown promotes the lung fibroblast-to-myofibroblast transition, and increases the release of inflammatory cytokines
in HFL1 cells. A, B Western blotting and qRT-PCR to test CDA1, fibrotic biomarkers, and TGF-β/Smad3 signaling at protein and mRNA levels
after TGF-β1 or siRNA-Tspyl2 treatment. C Measurement of TGF-β1, TNF-α, IL-1β, and IL-6 in the cell culture supernatant by ELISA. Data are
means ± SD, ns no significant difference, *P < 0.05, **P < 0.01, ***P < 0.001. One-way ANOVA followed by a Tukey’s test was used in (A–C). NC
negative control group.
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Fig. 7 Preventive intratracheal delivery of AAV9-Tspyl2 retards the BLM-induced PF by inhibiting the activation of TGF-β/
Smad3 signaling. A Schema of AAV9-Tspyl2 gene therapy in the BLM-induced PF model. B The mouse body weights at different time
points throughout the experiment. C, D Western blotting and qRT-PCR to test CDA1, fibrotic biomarkers, and TGF-β/Smad3 signaling at
protein and mRNA levels in mouse lung tissues. E Immunohistochemistry staining showing CDA1 expression (dark brown) in mouse lung
tissues. Data are means ± SD, ns no significant difference, *P < 0.05, **P < 0.01, ***P < 0.001. One-way ANOVA followed by a Tukey’s test was
used in (B–D).
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by isoflurane inhalation and secured in the supine position. A microsprayer
tip was inserted into the trachea through the glottis, and 50 µL BLM
(2.5 mg/kg), AAV9-Tspyl2 (2.5×1011 v.g./mouse), or AAV9-GFP
(2.5×1011 v.g./mouse) was aerosolized evenly to the lungs. No sample-
size estimation was performed to ensure adequate power to detect a pre-
specified effect size. All animal experiments were strictly performed in
accordance with the NIH Guide for the Care and Use of Laboratory Animals
and were approved by the Committee on the Ethics of Animal Experiments
of West China Hospital, Sichuan University (No.2020198 A).
In the first part of the experiment, mice received 2.5 mg/kg body weight

BLM prepared in sterile PBS intratracheally and were randomly sacrificed
by intraperitoneal injection of excessive pentobarbital sodium on days 3, 7,
14, 21, or 28 after BLM administration. As controls, mice were treated with
an equal volume of PBS and sacrificed on day 0. In the second part, mice
received AAV9 vectors intratracheally, followed by intratracheal delivery of
BLM or PBS solution 4 weeks later. On this basis, 60 mice were randomly
divided into four groups: mice were treated successively with AAV9-GFP
and PBS solution (AAV9-GFP group), AAV9-Tspyl2 and PBS solution (AAV9-

Tspyl2 group), AAV9-GFP and BLM (AAV9-GFP+ BLM group), AAV9-Tspyl2
and BLM (AAV9-Tspyl2+BLM group). The body weights of the mice were
measured weekly. No blinding was used throughout the experiment.

Bronchoalveolar lavage fluid (BALF) collection
After occluding the left pulmonary hilus, the right lung was washed with
0.5 mL of iced PBS for three times, and a liquid recovery rate greater than
80% was considered qualified. The BALF need be centrifuged at 1000×g for
5 min, and the supernatant was stored at −80 °C for further analysis
by ELISA.

Transcriptome sequencing and bioinformatics analysis
Total RNA was isolated using Trizol (Invitrogen, USA) from control lung
tissues and fibrotic lung tissues on day 21 after BLM administration. The
total RNA was subjected to fragmentation, cDNA synthesis, adaptor
ligation, and PCR enrichment. We performed paired-end sequencing using
an Illumina Novaseq 6000 system (Illumina Corporation, San Diego, CA,

Fig. 8 Preventive intratracheal delivery of AAV9-Tspyl2 attenuates lung fibrosis in the BLM-induced PF model. A Representative micro-CT
images of chest in mice. B Masson and Sirius Red stained lung sections of mice. C Measurement of hydroxyproline and MMP-9 in the lung
tissues and TGF-β1 in the BALF by ELISA. Data are means ± SD, ns no significant difference, *P < 0.05, **P < 0.01, ***P < 0.001. One-way ANOVA
followed by a Tukey’s test was used in (C).
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USA). Raw data were then filtered using the Cutadapt tool, and the clean
reads were further mapped to the mouse genome using TopHat. DEGs
were screened using the edgeR package (|log2Fold change | >0.5, P < 0.05,
false discovery rate [FDR] < 0.05). KEGG enrichment analysis was performed
using the clusterProfiler R package.

Microcomputed tomography (micro-CT) scanning of mice
As described previously [54], lung micro-CT was conducted in all mice
under isoflurane anesthesia using a Quantum GX micro-CT scanner
(PerkinElmer, Inc., Waltham, MA) on day 21 after BLM administration. The
parameters of the X-ray tube were 90 kVp and 160 μA, and projection
radiographs were obtained during the entire 360° gantry rotation, which
took approximately 4.5 minutes.

Histologic staining
Lung samples were formalin-fixed, paraffin-embedded, sectioned at 6 µm,
and processed for routine HE staining, Masson staining, and Sirius Red
staining for morphological analysis and localization of collagen expression
using standard protocols. Immunohistochemical staining was performed
on lung paraffin sections, which were rehydrated and labeled with primary
antibodies against CDA1(1:100, Proteintech) at 4 °C overnight, and then
labeled with peroxidase-conjugated secondary antibodies. Immunofluor-
escence staining was performed with a specific antibody against vimentin
(1:100, Abcam), F4/80 (1:100, Abcam), and LY6G (1:100, Proteintech) at 4°C
overnight and incubated with a secondary antibody. The nuclei were

marked using 4′ 6-diamidino- 2-pheny-lindole (DAPI). Staining was
quantified in five randomly microscopic fields on each slide.

Western blotting
As reported previously [55], proteins in the lung or cells were extracted by
RIPA lysis buffer containing protease and phosphatase inhibitors
(Servicebio, China), and the protein concentration was determined using
the BCA protein kit (Thermo, United States). After denaturation, proteins
were separated by SDS-PAGE (Epizyme, China) and blotted onto activated
PVDF membranes (Millipore, United States). After blocking with protein
free rapid blocking buffer (Epizyme, China) for 10min, the membranes
were incubated with primary antibodies against GAPDH (1:50000,
Proteintech), β-actin (1:50000, Proteintech), CDA1 (1:2000, Proteintech),
α-SMA (1:1000, Abcam), collagen I (1:1000, Abcam), fibronectin (1:1000,
Proteintech), TGF-β1 (1:1000, Proteintech), Smad3 (1:2000, Abcam),
phosphorylated Smad3 (P-Smad3) (1:2000, Abcam), GFP (1:2000, Protein-
tech) at 4 °C overnight. After washing, the membranes were incubated
with the appropriate secondary antibodies and visualized using an ECL
Assay Kit (Epizyme, China). GAPDH/β-actin served as an internal control.
The intensities of the target bands were quantified using ImageJ software.

Quantitative real-time PCR (qRT-PCR)
Total RNA from lung tissues and cells was extracted using Trizol
(Invitrogen, USA), and the RNA concentration was quantified using a
NanoDrop 2000 Spectrophotometer. RNA reverse transcription was

Fig. 9 Preventive intratracheal delivery of AAV9-Tspyl2 attenuates inflammation in the BLM-induced PF model. A HE stained lung
sections of mice. B Immunofluorescence staining showing Ly6G+ cells and F4/80+ macrophages in mouse lung tissues. C Measurement of
TNF-α, IL-1β, and IL-6 in the BALF by ELISA. Data are means ± SD, **P < 0.01, ***P < 0.001. One-way ANOVA followed by a Tukey’s test was used
in (C).
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performed using the PrimeScript™ RT Reagent Kit (Takara, Japan) according
to the manufacturer’s instructions. CDA1, α-SMA, collagen I, fibronectin,
and TGF-β1 were amplified using SYBR Green Master Mix (Takara, Japan).
Relative gene expression levels were normalized to those of GAPDH and
β-actin and calculated using the 2−ΔΔCt method. The primer sequences are
listed in Table 1.

Chromatin immunoprecipitation (ChIP) assays
The ChIP assays was conducted using a ChIP Kit (BaiweiBio, China). In brief,
3×107 HFL1 cells were collected, cross-linked with 1% formaldehyde,
terminated with glycine, and sonicated to an average DNA length of
200 bp~600 bp. The sheared chromatin was immunoprecipitated with anti-
IgG (Proteintech, China) or anti-CDA1 (Proteintech, China) antibody beads.
Then, the protein-chromatin complexes were eluted off the beads, and the
cross-linking was reversed. DNA fragments were purified by phenol:
chloroform: isoamyl alcohol and precipitated by anhydrous ethanol. The
immunoprecipitated DNA was quantified by real-time PCR using SYBR
Green Master Mix (Thermo, United States). The transcription start site of
TGF-β1 to the upstream 2000bp was defined as the promoter region,
which was amplified with 9 pairs of primers. Primers used for this study are
summarized in Supplementary Table 1. The percentage of input was
calculated using 2−ΔCt(normalized ChIP). ΔCt(normalized ChIP)= Ct(ChIP) – (Ct
[input] − log2[input dilution factor]).

Enzyme-linked immunosorbent assay (ELISA)
The contents of hydroxyproline and MMP-9 in lung tissues and the levels
of TGF-β1, TNF-α, IL-6, and IL-1β in BALF and cell culture supernatant were
detected by ELISA kits assaying (Ruixinbio, China) following the
manufacturer’s instructions, respectively.

Cell culture and TGF-β1 treatment
HFL1 cells were purchased from the National Collection of Authenticated
Cell Cultures and cultured in Ham’s F-12K medium (Gibco, USA)

containing 10% fetal bovine serum (FBS; Gibco, USA), 1% GlutaMAX
(Gibco, USA), 1% non-essential amino acids (Gibco, USA), and 1%
pyruvate (Gibco, USA).
Primary lung fibroblasts were isolated from the mouse lung, purified,

and identified as previously described [54]. Briefly, the lungs from
suckling mice (one-week-old) were collected, washed well to remove
blood, minced into small pieces (1×1×1 mm), and seeded in Dulbecco’s
modified Eagle’s medium containing 10% FBS (Gibco, USA). After 3 days,
spindle-shaped fibroblasts started to crawl out of the tissue mass,
resulting in approximately 80% confluence in 1 week. At this point, the
lung primary fibroblasts were purified and identified by vimentin
immunofluorescence, and the results revealed a fibroblast purity of
nearly 100%. Purified cells were cultured and used for subsequent
processing.
All cells were grown at 37 °C in a humidified atmosphere containing 5%

CO2. HFL1s or lung primary fibroblasts were stimulated in vitro with TGF-β1
(Peprotech, USA) for 24-72 h.

siRNA experiments
Human siRNA-Tspyl2 and negative control siRNA were purchased from
Tsingke Biotechnology (Beijing, China). HFL1 cells were seeded at
approximately 2×105 cells/well in 12-well plates and maintained in at
37 °C incubator until the cells reached approximately 50% confluence
before transfection. Transient transfection with 50 nM siRNAs in each
well was performed using Lipofectamine 3000 (Invitrogen, USA),
according to the manufacturer’s instructions. The knockdown effect
was verified using western blotting and qRT-PCR after 72 h. When TGF-β
treatment was required, the cells were washed with PBS 24 h after siRNA
transfection and incubated with fresh culture medium containing TGF-
β1 (10 ng/mL) for 48 h.

Lentivirus experiments
The Lv-Tspyl2 and Lv-Control was purchased from GeneChem, Inc.
(Shanghai, China). Recombinant Tspyl2 lentiviruses were transduced into
HFL1 cells at a multiplicity of infection of 10 with a virus infection enhancer
following the manufacturer’s instructions. Twelve hours later, the old
medium containing lentiviruses was removed and replaced with fresh
medium. After another 72 h, the transduced cells were selected using 2 µg/
mL puromycin (GeneChem, China) to obtain cells with stable over-
expression of CDA1.

Cell proliferation
The proliferation of HFL1s was measured by EDU incorporation for 6 h
using the BeyoClick™ EDU Cell Proliferation Kit with Alexa Fluor 488
(Beyotime Biotechnology, China) according to the manufacturer’s instruc-
tions. Briefly, cultured HFL1 cells were infected with Lv-Control or Lv-Tspyl2
for at least 72 h, after which infected cells were seeded in 24-well plates
and treated with TGF-β for 48 h. During the last 6 h, HFL1 cells were
incubated with 10 μM EDU staining buffer. Next, the cells were fixed,
permeabilized, incubated with the click reaction mixture, and stained
with DAPI.

Transwell migration assay
Approximately 3×104 lentivirus-infected HFL-1 cells (0.1 mL) were
cultured in the upper transwell chamber (8-μm pore diameter) (Corning,
United States) in serum-free medium. 0.6 ml culture solution with TGF-β1
(10 ng/mL) and 10% FBS was added to the lower cavity, and the control
group was only treated with FBS. After 24 h of culture, the cells in the
chamber were wiped off. Cells that passed outside the chamber were
stained with crystal violet and subsequently photographed under a
microscope.

Wound healing assay
The lentivirus-infected HFL-1 cells were seeded at 5×104 cells/well (70 µL)
into an Ibidi Culture-Insert 2 Well (Ibidi, Germany) and allowed to grow for
24 h resulted in a confluent layer. Then, a cell-free gap of 500 µm was
created after removing the culture-insert, and the cells were washed with
PBS to remove non-adherent cells. We then provided fresh medium
containing TGF-β1 (10 ng/mL) and photographed the plate at 0 and 24 h to
capture two different fields at each time point on each plate. The number
of cells that migrated into the wound space was manually counted in three
fields per well.

Table 1. Sequences of primers used for qRT-PCR.

Gene Primer Sequence (5’→ 3’)

Mus-GAPDH Forward CCTCGTCCCGTAGACAAAATG

Reverse TGAGGTCAATGAAGGGGTCGT

Mus-β-actin Forward GGCTGTATTCCCCTCCATCG

Reverse CCAGTTGGTAACAATGCCATGT

Mus-Tspyl2 Forward TGACCCAGAGGAAAAGAATACC

Reverse CACTGCTGTCCTGGATATTAGT

Mus-α-SMA Forward GTCCCAGACATCAGGGAGTAA

Reverse TCGGATACTTCAGCGTCAGGA

Mus-Collagen I Forward AAGAAGCACGTCTGGTTTGGAG

Reverse GGTCCATGTAGGCTACGCTGTT

Mus-TGF-β Forward CAACAATTCCTGGCGTTACCTT

Reverse TCGAAAGCCCTGTATTCCGTCT

Mus-Fibronectin Forward GCTCAGCAAATCGTGCAGC

Reverse CTAGGTAGGTCCGTTCCCACT

Homo-GAPDH Forward GGTGGTCTCCTCTGACTTCAACA

Reverse TCTCTTCCTCTTGTGCTCTTGCT

Homo-Tspyl2 Forward AACAACAACGAGAACACTTACG

Reverse TATCTTCATCATCACTGGCCTC

Homo-α-SMA Forward TCGTGCTGGACTCTGGAGATGG

Reverse CCACGCTCAGTCAGGATCTTCATG

Homo-Collagen I α1 Forward AAAGATGGACTCAACGGTCTC

Reverse CATCGTGAGCCTTCTCTTGAG

Homo-Collagen I α2 Forward CTCCATGGTGAGTTTGGTCTC

Reverse CTTCCAATAGGACCAGTAGGAC

Homo-Fibronectin Forward GGCGACAGGACGGACATCTTTG

Reverse GGCACAAGGCACCATTGGAATTTC
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Statistical analyses
Statistical analysis was performed using the GraphPad Prism 7.0 software
(GraphPad Software, USA). All inclusion/exclusion criteria were pre-
established, and no animals or samples were excluded in the analysis.
Results were presented as means ± standard deviations (SD) from at least
three separate experiments. Raw data were analyzed using the student’s t
test (two-tailed) for comparisons between two groups or one-way analysis
of variance (ANOVA) with Tukey’s correction for comparisons among ≥3
groups. Differences were considered statistically significant at p < 0.05.

DATA AVAILABILITY
All data that support the findings of this study are available from the corresponding
author upon reasonable request.

REFERENCES
1. Somogyi V, Chaudhuri N, Torrisi SE, Kahn N, Müller V, Kreuter M. The therapy of

idiopathic pulmonary fibrosis: what is next? Eur Resp Rev: Offic J Eur Resp Soc.
2019;28:190021.

2. Maher TM, Bendstrup E, Dron L, Langley J, Smith G, Khalid JM, et al. Global
incidence and prevalence of idiopathic pulmonary fibrosis. Resp Res. 2021;22:197.

3. Richeldi L, Collard HR, Jones MG. Idiopathic pulmonary fibrosis. Lancet (London,
England). 2017;389:1941–52.

4. Ley B, Collard HR, King TE Jr. Clinical course and prediction of survival in idio-
pathic pulmonary fibrosis. Am J Resp Crit Care Med. 2011;183:431–40.

5. Sgalla G, Iovene B, Calvello M, Ori M, Varone F, Richeldi L. Idiopathic pulmonary
fibrosis: pathogenesis and management. Resp Res. 2018;19:32.

6. Canestaro WJ, Forrester SH, Raghu G, Ho L, Devine BE. Drug treatment of idio-
pathic pulmonary fibrosis: systematic review and network meta-analysis. Chest.
2016;149:756–66.

7. Wuyts WA, Agostini C, Antoniou KM, Bouros D, Chambers RC, Cottin V, et al. The
pathogenesis of pulmonary fibrosis: a moving target. Eur Resp J. 2013;41:1207–18.

8. Scotton CJ, Chambers RC. Molecular targets in pulmonary fibrosis: the myofi-
broblast in focus. Chest. 2007;132:1311–21.

9. Meng XM, Nikolic-Paterson DJ, Lan HY. TGF-β: the master regulator of fibrosis. Nat
Rev Nephrol. 2016;12:325–38.

10. Tzavlaki K, Moustakas A. TGF-β Signaling. Biomolecules. 2020;10:487.
11. Chen L, Wu J, Hu B, Liu C, Wang H. The role of cell division autoantigen 1 (CDA1)

in renal fibrosis of diabetic nephropathy. Biomed Res Int. 2021;2021:6651075.
12. Toh BH, Tu Y, Cao Z, Cooper ME, Chai Z. Role of cell division autoantigen 1 (CDA1)

in cell proliferation and fibrosis. Genes (Basel). 2010;1:335–48.
13. Ozbun LL, You L, Kiang S, Angdisen J, Martinez A, Jakowlew SB. Identification of

differentially expressed nucleolar TGF-beta1 target (DENTT) in human lung can-
cer cells that is a new member of the TSPY/SET/NAP-1 superfamily. Genomics.
2001;73:179–93.

14. Barnum KJ, O’Connell MJ. Cell cycle regulation by checkpoints. Meth Mol Biol
(Clifton, NJ). 2014;1170:29–40.

15. Tao KP, Fong SW, Lu Z, Ching YP, Chan KW, Chan SY. TSPYL2 is important for G1
checkpoint maintenance upon DNA damage. PLoS One. 2011;6:e21602.

16. Chai Z, Sarcevic B, Mawson A, Toh BH. SET-related cell division autoantigen-1
(CDA1) arrests cell growth. J Biol Chem. 2001;276:33665–74.

17. Chai Z, Dai A, Tu Y, Li J, Wu T, Wang Y, et al. Genetic deletion of cell division
autoantigen 1 retards diabetes-associated renal injury. J Am Soc Nephrol.
2013;24:1782–92.

18. Tu Y, Wu T, Dai A, Pham Y, Chew P, de Haan JB, et al. Cell division autoantigen 1
enhances signaling and the profibrotic effects of transforming growth factor-beta
in diabetic nephropathy. Kidney Int. 2011;79:199–209.

19. Pham Y, Tu Y, Wu T, Allen TJ, Calkin AC, Watson AM, et al. Cell division auto-
antigen 1 plays a profibrotic role by modulating downstream signalling of TGF-
beta in a murine diabetic model of atherosclerosis. Diabetologia. 2010;53:170–9.

20. Ozbun LL, Martinez A, Jakowlew SB. Differentially expressed nucleolar TGF-beta1
target (DENTT) shows tissue-specific nuclear and cytoplasmic localization and
increases TGF-beta1-responsive transcription in primates. Biochim Biophys Acta.
2005;1728:163–80.

21. Martinez A, Ozbun LL, Angdisen J, Jakowlew SB. Expression of differentially
expressed nucleolar transforming growth factor-beta1 target (DENTT) in adult
mouse tissues. Dev Dyn. 2002;224:186–99.

22. Kolb P, Upagupta C, Vierhout M, Ayaub E, Bellaye PS, Gauldie J, et al. The
importance of interventional timing in the bleomycin model of pulmonary
fibrosis. Eur Resp J. 2020;55:1901105.

23. Degryse AL, Tanjore H, Xu XC, Polosukhin VV, Jones BR, McMahon FB, et al.
Repetitive intratracheal bleomycin models several features of idiopathic pul-
monary fibrosis. Am J Physiol Lung Cellular Mol Physiol. 2010;299:L442–52.

24. Moeller A, Ask K, Warburton D, Gauldie J, Kolb M. The bleomycin animal model: a
useful tool to investigate treatment options for idiopathic pulmonary fibrosis? Int
J Biochem Cell Biol. 2008;40:362–82.

25. Izbicki G, Segel MJ, Christensen TG, Conner MW, Breuer R. Time course of
bleomycin-induced lung fibrosis. Int J Exp Pathol. 2002;83:111–9.

26. Zhang Y, Alexander PB, Wang XF. TGF-β family signaling in the control of cell
proliferation and survival. Cold Spring Harbor Persp Biol. 2017;9:a022145.

27. Yang J, Liu Z. Mechanistic pathogenesis of endothelial dysfunction in diabetic
nephropathy and retinopathy. Front Endocrinol. 2022;13:816400.

28. Tzouvelekis A, Gomatou G, Bouros E, Trigidou R, Tzilas V, Bouros D. Common
pathogenic mechanisms between idiopathic pulmonary fibrosis and lung cancer.
Chest. 2019;156:383–91.

29. Kalluri R. The biology and function of fibroblasts in cancer. Nat Rev Cancer.
2016;16:582–98.

30. Gilkes DM, Semenza GL, Wirtz D. Hypoxia and the extracellular matrix: drivers of
tumour metastasis. Na Rev Cancer. 2014;14:430–9.

31. Lu P, Weaver VM, Werb Z. The extracellular matrix: a dynamic niche in cancer
progression. J Cell Biol. 2012;196:395–406.

32. Öhlund D, Elyada E, Tuveson D. Fibroblast heterogeneity in the cancer wound. J
Exp Med. 2014;211:1503–23.

33. Schäfer M, Werner S. Cancer as an overhealing wound: an old hypothesis revis-
ited. Nat Rev Mol Cell Biol. 2008;9:628–38.

34. Brown SW, Dobelle M, Padilla M, Agovino M, Wisnivesky JP, Hashim D, et al.
Idiopathic pulmonary fibrosis and lung cancer. a systematic review and meta-
analysis. Annals Am Thoracic Soc. 2019;16:1041–51.

35. Ponzetto A, Holton J, Lucia U. Cancer risk in patients with cystic fibrosis. Gas-
troenterology. 2018;154:2282–3.

36. Kido T, Li Y, Tanaka Y, Dahiya R, Chris Lau YF. The X-linked tumor suppressor TSPX
downregulates cancer-drivers/oncogenes in prostate cancer in a C-terminal
acidic domain dependent manner. Oncotarget. 2019;10:1491–506.

37. Kido T, Lo RC, Li Y, Lee J, Tabatabai ZL, Ng IO, et al. The potential contributions of
a Y-located protooncogene and its X homologue in sexual dimorphisms in
hepatocellular carcinoma. Hum Pathol. 2014;45:1847–58.

38. Eyler CE, Wu Q, Yan K, MacSwords JM, Chandler-Militello D, Misuraca KL, et al.
Glioma stem cell proliferation and tumor growth are promoted by nitric oxide
synthase-2. Cell. 2011;146:53–66.

39. Kandalaft LE, Zudaire E, Portal-Nunez S, Cuttitta F, Jakowlew SB. Differentially
expressed nucleolar transforming growth factor-beta1 target (DENTT) exhibits an
inhibitory role on tumorigenesis. Carcinogenesis. 2008;29:1282–9.

40. Vasli N, Ahmed I, Mittal K, Ohadi M, Mikhailov A, Rafiq MA, et al. Identification of a
homozygous missense mutation in LRP2 and a hemizygous missense mutation in
TSPYL2 in a family with mild intellectual disability. Psychiatr Genet. 2016;26:66–73.

41. Moey C, Hinze SJ, Brueton L, Morton J, McMullan DJ, Kamien B, et al. Xp11.2
microduplications including IQSEC2, TSPYL2 and KDM5C genes in patients with
neurodevelopmental disorders. Eur J Hum Genet. 2016;24:373–80.

42. Chung WC, Huang TN, Hsueh YP. Targeted deletion of CASK-interacting
nucleosome assembly protein causes higher locomotor and exploratory activ-
ities. Neurosignals. 2011;19:128–41.

43. Hsueh YP. The role of the MAGUK protein CASK in neural development and
synaptic function. Current medicinal chemistry. 2006;13:1915–27.

44. Ozbun LL, Martinez A, Angdisen J, Umphress S, Kang Y, Wang M, et al. Differ-
entially expressed nucleolar TGF-beta1 target (DENTT) in mouse development.
Dev Dyn. 2003;226:491–511.

45. Sun G, Yuen Chan S, Yuan Y, Wang Chan K, Qiu G, Sun K, et al. Isolation of
differentially expressed genes in human heart tissues. Biochim Biophys Acta.
2002;1588:241–6.

46. Li J, Huynh P, Dai A, Wu T, Tu Y, Chow B, et al. Diabetes reduces severity of aortic
aneurysms depending on the presence of cell division autoantigen 1 (CDA1).
Diabetes. 2018;67:755–68.

47. Swierzy IJ, Luder CG. Withdrawal of skeletal muscle cells from cell cycle pro-
gression triggers differentiation of Toxoplasma gondii towards the bradyzoite
stage. Cell Microbiol. 2015;17:2–17.

48. Swierzy IJ, Muhammad M, Kroll J, Abelmann A, Tenter AM, Luder CG. Toxoplasma
gondii within skeletal muscle cells: a critical interplay for food-borne parasite
transmission. Int J Parasitol. 2014;44:91–8.

49. Heukels P, Moor CC, von der Thüsen JH, Wijsenbeek MS, Kool M. Inflammation
and immunity in IPF pathogenesis and treatment. Resp Med. 2019;147:79–91.

50. Raghu G, Anstrom KJ, King TE Jr, Lasky JA, Martinez FJ. Prednisone, azathioprine,
and N-acetylcysteine for pulmonary fibrosis. New Engl J Med. 2012;366:1968–77.

51. Raghu G, Brown KK, Collard HR, Cottin V, Gibson KF, Kaner RJ, et al. Efficacy of
simtuzumab versus placebo in patients with idiopathic pulmonary fibrosis: a
randomised, double-blind, controlled, phase 2 trial. Lancet Resp Med.
2017;5:22–32.

52. King TE Jr., Albera C, Bradford WZ, Costabel U, Hormel P, Lancaster L, et al. Effect
of interferon gamma-1b on survival in patients with idiopathic pulmonary fibrosis

S. Zhang et al.

13

Cell Death and Disease          (2023) 14:389 



(INSPIRE): a multicentre, randomised, placebo-controlled trial. Lancet (London,
England). 2009;374:222–8.

53. Zhang L, Tong X, Huang J, Wu M, Zhang S, Wang D, et al. Fisetin alleviated
bleomycin-induced pulmonary fibrosis partly by rescuing alveolar epithelial cells
from senescence. Front Pharmacol. 2020;11:553690.

54. Tong X, Zhang S, Wang D, Zhang L, Huang J, Zhang T, et al. Azithromycin
attenuates bleomycin-induced pulmonary fibrosis partly by inhibiting the
expression of LOX and LOXL-2. Front Pharmacol. 2021;12:709819.

55. Zhang S, Liu H, Xu Q, Huang F, Xu R, Liu Q, et al. Role of capsaicin sensitive
sensory nerves in ischemia reperfusion-induced acute kidney injury in rats. Bio-
chem Biophys Res Commun. 2018;506:176–82.

AUTHOR CONTRIBUTIONS
HF, SZ and XT conceived the study and designed the experiments. SZ, XT, SL, JH and
LZ performed cellular and molecular biological experiments. SZ, TZ and DW
performed animal studies. SZ, XT, and SL conducted the data analysis. SZ drafted the
manuscript, and HF edited the contents. All authors reviewed the results and
approved the final version of the manuscript.

FUNDING
This work was supported by 1•3•5 project for disciplines of excellence–Clinical
Research Incubation Project, West China Hospital, Sichuan University (2019HXFH008),
and Key R&D project of Sichuan Province (2022YFS0261).

COMPETING INTERESTS
The authors declare no competing interests.

ETHICS APPROVAL
All animal experiments were strictly performed in accordance with the NIH Guide for the
Care and Use of Laboratory Animals and were approved by the Committee on the Ethics
of Animal Experiments of West China Hospital, Sichuan University (No. 2020198 A).

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-023-05889-8.

Correspondence and requests for materials should be addressed to Hong Fan.

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

S. Zhang et al.

14

Cell Death and Disease          (2023) 14:389 

https://doi.org/10.1038/s41419-023-05889-8
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	AAV9-Tspyl2 gene therapy retards bleomycin-induced pulmonary fibrosis by modulating downstream TGF-β signaling in mice
	Introduction
	Results
	CDA1 expression decreases in human IPF and mouse model of BLM-induced PF
	CDA1 expression decreases after lung fibroblast-to-myofibroblast transition in response to TGF-β1 treatment in�vitro
	CDA1 overexpression inhibits the expression of fibrotic biomarkers in HFL1 cells
	CDA1 overexpression reverses lung fibroblast-to-myofibroblast transition, inflammation, cell proliferation and migration by abrogating TGF-β/Smad3 signaling in�vitro
	CDA1 knockdown promotes the lung fibroblast-to-myofibroblast transition and the release of inflammatory cytokines in vitro
	Preventive intratracheal delivery of AAV9-Tspyl2 retards BLM-induced PF by inhibiting the activation of TGF-β/Smad3 signaling
	CDA1 overexpression relieves BLM-induced inflammation in PF

	Discussion
	Materials and methods
	Microarray analysis from Gene Expression omnibus (GEO) datasets
	Animal models and treatments
	Bronchoalveolar lavage fluid (BALF) collection
	Transcriptome sequencing and bioinformatics analysis
	Microcomputed tomography (micro-CT) scanning of mice
	Histologic staining
	Western blotting
	Quantitative real-time PCR (qRT-PCR)
	Chromatin immunoprecipitation (ChIP) assays
	Enzyme-linked immunosorbent assay (ELISA)
	Cell culture and TGF-β1 treatment
	siRNA experiments
	Lentivirus experiments
	Cell proliferation
	Transwell migration assay
	Wound healing assay
	Statistical analyses

	References
	Author contributions
	Funding
	Competing interests
	Ethics approval
	ADDITIONAL INFORMATION




