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Abstract 

Background The need for radiotherapy among the elderly rises with increasing life expectancy and a correspond-
ing increase of elderly cancer patients. Radiation-induced skin injury is one of the most frequent adverse effects 
in radiotherapy patients, severely limiting their life quality. Re-epithelialization and collagen deposition have essential 
roles in the recovery of skin injuries induced by high doses of ionizing radiation. At the same time, radiation-induced 
senescent cells accumulate in irradiated tissues. However, the effects and mechanisms of senescent cells on re-epi-
thelialization and collagen deposition in radiation-induced skin injury have not been fully elucidated.

Results Here, we identified a role for a population of senescent cells expressing p16 in promoting re-epithelialization 
and collagen deposition in radiation-induced skin injury. Targeted ablation of  p16+ senescent cells or treatment 
with Senolytics resulted in the disruption of collagen structure and the retardation of epidermal coverage. By analyz-
ing a publicly available single-cell sequencing dataset, we identified fibroblasts as a major contributor to the pro-
motion of re-epithelialization and collagen deposition in senescent cells. Notably, our analysis of publicly available 
transcriptome sequencing data highlighted IL-33 as a key senescence-associated secretory phenotype produced 
by senescent fibroblasts. Neutralizing IL-33 significantly impedes the healing process. Finally, we found that the effect 
of IL-33 was partly due to the modulation of macrophage polarization.

Conclusions In conclusion, our data suggested that senescent fibroblasts accumulated in radiation-induced skin 
injury sites participated in wound healing mainly by secreting IL-33. This secretion regulated the local immune micro-
environment and macrophage polarization, thus emphasizing the importance of precise regulation of senescent cells 
in a phased manner.
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Introduction
Elderly people have a high incidence of tumors, and 
radiation therapy is commonly used [1]. Approximately 
95% of cancer patients receiving radiation therapy are 
afflicted with radiation-induced skin injury (RISI) [2, 
3]. Difficulty in healing severe RISI wounds might be 
due to radiation-induced alterations in cellular status, 
which leads to disruption of the healing process. 
Collagen deposition and epidermal coverage are 
the core components of skin wound healing and the 
quality and progression of which directly affect disease 
prognosis and repair outcomes [4]. However, how 
radiation-induced changes in the cellular state affect 
collagen deposition and epidermal coverage is poorly 
understood. Therefore, it is of great importance to 
thoroughly investigate the effects and mechanisms 
of ionizing radiation-induced unique cell states on 
critical aspects of wound healing and to explore novel 
intervention strategies accordingly.

Ionizing radiation primarily inflicts significant damage 
to biomacromolecules, with DNA being particularly 
susceptible. This results in a series of cellular alterations, 
including necrosis, apoptosis, and cellular senescence 
[5–7]. Cells in a senescent state are notable for their 
enduring tissue presence, resistance to apoptosis, and 
amplified secretory behaviour [8]. Our previous studies 
have shown the presence of senescent cells in skin tissue 
following radiation. Regarding the role of senescent 
cells in wound repair, some studies have shown that 
senescent cells are present in cuts, diabetic ulcers, and 
burn wounds, but their specific role is controversial [9–
13]. A possible reason is that senescent cells are not a 
homogeneous group, and different induction conditions 
lead to  the generation of senescent cells exhibiting 
different biological functions [14]. However, it is 
currently unknown whether and how senescent cells are 
involved in collagen deposition and epidermal coverage 
in RISI. Our study aimed to investigate the correlation 
between senescent cells that  appear after radiation and 
key aspects of wound healing in RISI.

Here, we found that a high load of senescent cells was 
accompanied by vigorous cell proliferation, fibroblast 
activation, and angiogenesis. By  using senolytic drugs 
or genetic ablation of senescent cells, radiation-induced 
senescent cells accelerated collagen deposition and 
re-epithelialization. By scRNA-seq, we further verified 
that fibroblasts were the primary cell type exerting 
pro-repair effects in senescent cells. Additionally, 
we found that IL-33 was one of the most  significant 
cytokines highly expressed by senescent fibroblasts. 
Mechanistically, IL-33 induced macrophage polarization 
toward the M2 phenotype, accelerated fibroblast 
activation, angiogenesis, cell proliferation, and ultimately 

promoted the re-epithelization and collagen deposition 
in RISI. These findings provided valuable insights for 
the development of intervention strategies for RISI with 
senescent cells as the target.

Methods and materials
Animals and treatments
Animal experiments in this study were conducted strictly 
following protocols approved by the Institutional Animal 
Care and Use Committee (IACUC) of the Army Medical 
University. These protocols ensure adherence to ethical 
guidelines for animal research, prioritizing the welfare 
and well-being of the animals involved. The C57BL/6J 
mice used in the study were housed in specific pathogen-
free (SPF) animal rooms at a temperature of 23–25  °C 
and humidity control, with a maximum of 4 mice per 
cage, kept on a 12-h light/dark cycle (08:00 to 20:00), with 
standard food and water provided ad  libitum to meet 
their nutritional needs. Environmental enrichments are 
also provided to ensure physical and mental well-being.

To obtain  p16DTR−tdTomato transgenic mice, we 
performed gene editing using CRISPR‒Cas9 technology. 
A guide RNA targeting the Cdkn2a gene (TGA GCT AGC 
TAT GCC CGT CGGG), a donor vector containing “T2A-
DTR-P2A-tdTomato” and Cas9 mRNA, was coinjected 
into fertilized eggs of C57BL/6 mice. The F0 generation 
mice were confirmed by Sanger sequencing. To verify the 
function of the transgenic mice, we isolated mouse skin 
fibroblasts (MSFs) from the  p16DTR−tdTomato mice and 
induced cellular senescence by 10 Gy ionizing radiation. 
As expected, the mRNA levels of Cdkn2a, DTR, and 
tdTomato were elevated in senescent cells (Additional 
file  1: Fig. S1A). By immunofluorescence costaining, we 
confirmed the colocalization of tdTomato fluorescent 
signals with multiple senescence markers (Additional 
file 1: Fig. S1B–D). To assess the efficiency of diphtheria 
toxin in removing senescent cells, we treated senescent 
MSFs with different concentrations of diphtheria toxin 
and observed that concentrations equal to or higher 
than 100 ng/mL of diphtheria toxin showed significant 
clearance of senescent cells in vitro (Additional file 1: Fig. 
S1E).

The following drugs were injected intraperitoneally 
(i.p.): ABT-263 (100 mg/kg; Selleckchem) and diphtheria 
toxin (25  mg/kg; MilliporeSigma). IL-33 (0.5  μg/
mouse; Beyotime) and IL-33 neutralizing antibody 
(0.5  μg/mouse; R&D Systems) were administered by 
subcutaneous injection (s.c.). The corresponding solvents 
were used as controls for all drugs.

For localized ionizing radiation, mice were anesthetized 
with 4% isoflurane (RWD) and immobilized with a 
fixator. To protect the surrounding tissues, a 2 cm thick 
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lead sheet was used to shield the area, except for the right 
leg of the mice. Using an X-ray generator (Precision), 
60 Gy of radiation was applied at a 1.3 Gy/min dose rate.

Histological analysis
For hematoxylin–eosin (HE) staining, sections were 
deparaffinizationed with xylene and gradient ethanol and 
immersed in hematoxylin staining solution for 2 min, 
rinsed with water, and differentiated with hydrochloric 
acid–ethanol. Subsequently, the sections were briefly 
immersed in eosin staining solution, dehydrated in 
gradient ethanol, and finally sealed with a drop of neutral 
gum after 10 min of transparency in xylene.

For Masson’s trichrome staining, sections were 
immersed in Boulin’s fixative overnight and then 
treated sequentially with azurite blue for 3 min, Mayer 
hematoxylin for 3 min, hydrochloric acid‒alcohol 
fractionation solution for 2 s, Reichhorn red for 10 min, 
phosphomolybdate for 10 min, and aniline blue for 5 min. 
Sections were dehydrated with graded ethanol, cleared 
with xylene for 10 min, and finally sealed with a drop of 
neutral gum.

For immunofluorescence and immunohistochemical 
staining, tissue sections were deparaffinized and 
repaired with citrate for antigen repair, blocked with 
goat serum, and incubated with the primary antibody at 
4  °C overnight. After washing with TBST, the sections 
were incubated with secondary antibody at room 
temperature for 2 h. DAPI or hematoxylin was used for 
nuclear staining. Anti-tdTomato (1:200; OB-RB013-02, 
Oasis) was used to detect tdTomato expression with a 
low fluorescence signal. Images were acquired using 
an Olympus VS200 microscope. ImageJ software was 
used to measure the percentage of positive cells relative 
to the DAPI signal or the percentage of positive signal 
area in each sample’s 12 high magnification fields of 
view. Negative controls were performed using the same 
specimens without adding primary antibodies. The 
primary antibodies used in the study were ki-67 (1:200; 
ab15580, Abcam), α-SMA (1:200; A2547, Millipore), 
CD31 (1:50; ab28364, Abcam), and P16 (1:200; ab54210, 
Abcam).

For TdT-mediated dUTP Nick-End Labeling (TUNEL) 
staining, the  Roche In  Situ Cell Death Detection 
Kit, POD, 11,684,817,910 was used. Sections were 
dewaxed, and treated with Proteinase K for 30  min at 
room temperature, washed, and TUNEL reaction mix 
(containing 50  μl TdT and 450  μl fluorescein-labeled 
dUTP solution) was added dropwise. The negative 
control group was treated with 450  μl fluorescein-
labeled dUTP solution only, the positive control group 
was treated with 100  μl DNase1 for ten minutes after 
proteinase K treatment, and the rest of the steps were the 

same), incubated for 1 h at room temperature protected 
from light, TBST washed. DAPI-containing blocking 
solution (C1002, Beyotime) was added dropwise and 
covered with a coverslip, and the sections were incubated 
using the Invitrogen EVOS fluorescence microscope 
for image acquisition. ImageJ software was used for 
quantitative analysis.

Tissue dissociation and flow cytometry analysis
Mouse skin samples were minced directly using a sharp 
blade and then incubated in Dulbecco’s modified Eagle’s 
medium (DMEM) containing 1  mg/mL collagenase IV 
(9001–12-1, Gibco) and 12.5 kU DNase (D4263, Sigma) 
at 37 °C for 90 min. Following incubation, the cells were 
filtered through a 70 μm cell strainer. Subsequently, the 
cells were treated with an FcR blocking reagent (156604, 
Biolegend) at 4  °C for 10 min and then stained with 
fluorescence-labeled antibodies against CD45 (157214, 
Biolegend), CD26 (45-0261-82, eBioscience), CD44 (17-
0441-82, eBioscience), F4/80 (123131, Biolegend), CD31 
(63-0311-82, eBioscience), or isotype control at 4  °C for 
30 min. After washing, the samples were analyzed using 
FACS Aria II (BD Biosciences).

Fluorescence‑activated cell sorting of senescent 
and non‑senescent fibroblasts
After euthanasia, the skin of irradiated mice was shred-
ded using a sharp blade. Subsequently, the skin was 
incubated in DMEM containing 0.5  mg/mL colla-
genase I (A004194, Diamond), 0.5 mg/mL collagenase II 
(A004174, Diamond), 1 mg/mL collagenase IV (A004186, 
Diamond), 0.5 mg/mL hyaluronidase (H3506, Biosharp), 
0.5  mg/mL elastase (A002290, Diamond) and 12.5  kU 
DNase (D4263, Sigma). Incubation was performed at 
37  °C for 90  min. After incubation, cells were filtered 
through a 70  μm cell strainer. Subsequently, cells were 
treated with FcR blocking reagent (156604, Bioleg-
end) for 10 min at 4  °C, then stained with fluorescently 
labeled CD26 antibody, and dead cells were filtered using 
DAPI. Senescent cellular fibroblasts with  DAPI−  CD26+ 
 tdTomato+ and non-senescent fibroblasts with  DAPI− 
 CD26+  tdTomato− were isolated using a BD FACS Aria 
II, and culture was continued in DMEM.

Primary cell isolation and culture
Primary mouse keratinocytes were extracted using 
the human whole skin dissociation kit from Miltenyi 
Biotec and fluorescence-activated cell sorting (FACS). 
The procedure involved peeling off the skin from the 
entire leg using sterile surgical instruments and carefully 
removing subcutaneous fascia and adipose tissue. The 



Page 5 of 21Chen et al. Journal of Translational Medicine          (2024) 22:176  

skin was then immersed in a penicillin–streptomycin 
antibiotic solution for 10 min to maintain sterility. Next, 
the digestive enzyme complex from the skin dissociation 
kit was added to the Miltenyi C tube, and the tube was 
incubated at 37  °C for 3  h. After incubation, 3 mL of 
DMEM culture medium was added to the digested 
suspension. The suspension was then mixed with a mild 
MACS dissociator from Miltenyi Biotec and the C-tube 
to obtain a single-cell suspension.  CD45− and  CD44+ 
cells were isolated using a BD FACS Aria II and cultured 
in DMEM to isolate keratinocytes from single-cell 
suspensions.

For BMDM extraction, bone marrow cells were 
extracted from normal mouse femurs and cultured 
in RPMI 1640 medium with 10% fetal bovine serum 
and 20  ng/mL macrophage colony-stimulating factor 
(Beyotime) for 6  days. Subsequently, BMDMs were 
stimulated with 100  ng/mL lipopolysaccharide (Sigma‒
Aldrich), 10 ng/ml interleukin-13 (Beyotime), and 20 ng/
mL interleukin-33 (Beyotime) for 48 h. After stimulation, 
the percentages of  CD86+ (105008, Biolegend) and 
 CD206+ (321109, Biolegend) cells were analyzed using an 
Attune flow cytometer (Thermo).

EdU cell proliferation assay
To perform EdU experiments, we incubated primary 
keratinocytes or fibroblasts in different conditioned 
media for 48 h. Subsequently, EdU was added to the 
medium to achieve a final concentration of 10  μM. 
After 2 h of incubation, cells were collected after 
trypsin digestion, fixed with paraformaldehyde, and 
the membrane was broken with Triton X-100. Then, a 
reaction solution containing click reaction buffer, CuSO4, 
Azide 555, and click additive solution was introduced 
into the cell culture medium, and the cells were incubated 
in the dark for 30 min. Finally, the cells were rinsed three 
times with PBS. The percentage of  EdU+ signal was 
analyzed using a BD Accuri C6 Plus flow cytometer.

Transwell and scratch assays
Cell migration was assayed using in  vitro cell scratch 
and Transwell migration assays. Conditioned medium 
was added to the lower chamber of the Transwell, and 
primary keratinocytes or fibroblasts were inoculated 
into the upper chamber of the Transwell. After overnight 
incubation, the upper chamber was removed, and the 
migrated cells were fixed in 4% paraformaldehyde for 
15 min. After fixation, the cells were stained with crystal 
violet solution for 30 min. Subsequently, the chambers 
were washed with PBS to remove excess staining. The 
microtiter membrane containing migrated cells was 
then carefully cut off and placed on a slide. Images were 
acquired using an Invitrogen EVOS microscope. To 

quantify the extent of cell migration, migrating cells were 
counted in 12 high-magnification fields of view using 
ImageJ software.

For the scratch assay, primary keratinocytes or 
fibroblasts were cultured in 6-well plates and incubated 
until reaching 80% confluence the day before the 
experiment. Before the experiment, a consistent 
scratch was created at the bottom of the well using a 
pipette tip, followed by washing with PBS. Next, the 
cells were cultured for 24 h, after which the culture 
medium was removed, and the cells were fixed with 4% 
paraformaldehyde for 15 min to capture the subsequent 
image. Brightfield images were acquired using an 
Invitrogen EVOS microscope, and quantitative analysis 
of the scratch area was performed using ImageJ software.

Quantitative RT‒PCR
Total RNA was extracted from samples using TRIzol 
reagent (Thermo). Subsequently, 1 μg of RNA was reverse 
transcribed into cDNA following the recommended 
protocol of the RevertAid First Strand cDNA Synthesis 
kit (Thermo). Quantitative RT‒PCR was conducted 
according to the recommended protocol using SYBR 
Green qPCR master mix (Takara). The relative gene 
expression was calculated using the comparative 
threshold cycle (Ct) method, with ACTB expression as 
the loading control. The primer sequences for mouse-
specific genes are listed in Additional file 1: Table S2.

Western blot analysis
Total protein was extracted from mouse skin tissues 
using ice-cold RIPA lysis buffer (Beyotime) containing 
a protease inhibitor mixture (Roche). The total protein 
content was quantified using the BCA method. Protein 
samples were subjected to Mini-PROTEAN® TGX Stain-
Free™ Precast 10% or 12% gels (Bio-Rad) and transferred 
to 0.2 µm PVDF membranes (Millipore) using the Trans-
Blot Turbo Transfer Pack and Trans-Blot Turbo Transfer 
System (Bio-Rad). PVDF membranes were incubated with 
primary antibody overnight at 4°C, followed by HRP-
coupled secondary antibody for 1 h at room temperature. 
Bio-Rad ChemDoc MP was used for Western blot data 
collection and analysis. The primary antibodies used in 
this study were Tgf-β (1:1000; ab215715, Abcam), IL-6 
(1:1000; ab9324, Abcam), γ-H2AX (1:1000; ab81299, 
Abcam) and p16 (1:1000; sc1661, Santa Cruz).

scRNA‑seq data analysis
The downstream analysis of scRNA-seq data was made 
possible by the single-cell toolkit Seurat (version 5.0.1) 
[15] in R (version 4.3.0). To ensure high-quality cells, 
we only included cells with more than 500 and less than 
5000 detected genes and less than 20% mitochondrial 
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genes for subsequent analysis. Additionally, we used the 
R package DoubletFinder (version 2.0.3) [16] to identify 
and remove doublets from the scRNA-seq data in each 
sample. To reduce biologically heterogeneous false 
positives in scRNA-seq data caused by technical factors 
such as sequencing depth, we normalized and scaled the 
data using the R package SCTransform (version 0.4.1) 
[17]. This allowed for clearer identification of biological 
differences. We used the ‘PrepSCTIntegration’ and 
‘FindIntegrationAnchors’ functions to select integration 
anchors and perform downstream integration. 
The dataset of all samples is integrated using the 
‘IntegrateData’ function with the anchors. The integrated 
dataset is then utilized for downstream downscaling 
and cluster analysis. Cell clustering was performed 
using the ‘FindClusters’ function at a resolution of 2.0, 
and the first 15 principal components (PCs) were used 
to define cell identity. Size reduction was performed 
using the ’RuntSNE’ function. Marker genes for each 
cluster were identified using the Wilcoxon rank sum 
test through the ‘FindAllMarkers’ function. Only genes 
with an ‘avg_logFC’ greater than 0.5 and a ‘p_val_adj’ 
less than 0.05 were considered as marker genes. Cell 
types were identified based on the expression of classical 
marker genes. To identify senescent cells, we scored 
the Reactome cell senescence gene set [18] using the 
‘AddModuleScore’ function. Cells with senescence 
scores above the mean plus 2 standard deviations were 
categorized as senescent cells. For gene set enrichment 
analysis (GSEA), after obtaining senescent and non-
senescent cell differential genes in different cell types 
by using the ‘FindAllMarkers’ function, the genes were 
sorted using Wald statistics using the gseaplot2 function 
in the R package clusterProfiler (version 4.8.3) [19] to 
calculate the normalized enrichment score (NES) and 
p-value.

Bulk RNA‑seq data analysis
The number of gene counts was first calculated using 
the control GRCh38, GRCm39, or mRatBN7.2 reference 
genomes using HISAT2 (version 2.2.1) [20]. For gene 
expression quantification using HTSeq (version 2.0.5) 
[21], only high-quality calibration reads (calibration 
quality score > 20) were counted. Differential expression 
analysis was performed with DESeq2 (version 3.1.8) [22]. 
Differentially expressed genes (DEGs) in the irradiated 
and control groups were identified using Benjamini 
Hochberg (BH) adjusted P-values < 0.05 and |log2FC| > 1 
as cutoffs.

Statistical analysis
Statistical analysis was conducted using R 4.2.1 software, 
and the results are presented as the mean ± standard 
deviation (SD). The t-test was applied to compare 
differences between two groups with equal variances, 
and one-way analysis of variance (ANOVA) was used 
to compare differences between three or more groups. 
In the case of unequal variances, the Mann‒Whitney U 
test was used. A p-value of less than 0.05 was considered 
statistically significant, indicating a significant difference 
between the compared groups.

Results
The accumulation of senescent cells in RISI is accompanied 
by collagen deposition, epidermal proliferation, 
and angiogenesis
To investigate the relevance of radiation-induced changes 
in cellular status in the process of RISI, we developed 
a model of severe RISI induced by high-dose ionizing 
radiation and characterized its histopathology. Using the 
irradiation protocol delineated by IWAKAWA [23] and 
building on the foundational findings of previous studies 
[24–26], we delivered a singular dose of 60 Gy to the right 
hind limbs of mice at a rate of 1.3 Gy/min. The sampling 
methodology is shown in Fig.  1A, while the irradiation 
area on the mice is illustrated in Fig. 1B. Based on the cri-
teria in Additional file 1: Table S1, we attributed relevant 
scores. The severity of the injury was gauged, and scores 
between 0 and 3.5 were allocated.

Mouse skin showed typical injury features after 
irradiation, including erythema, edema, desquamation, 
ulceration, and fibrosis (Fig.  1C, D). HE and Masson 
staining showed pathological changes similar to those 
observed in the macrosomic samples (Fig.  1E, F). 
Epidermal exfoliation and ulcer formation occurred 
predominantly between 10 to 20  days, and proliferative 
responses, such as epidermal coverage and collagen 
production, occurred predominantly between 20 
to 30  days. Subsequently, we evaluated the levels 
of fibroblast activation and vascular infiltration 
in the proliferative response. α-SMA and CD31 
immunohistochemistry showed a significant increase 
in the expression of both from days 20 to 30 after 
irradiation, followed by a gradual decrease (Fig.  1G, 
H). The results showed that the destruction of tissue 
structure and the formation of ulcers began 10 days after 
radiation, and the peak of the proliferative response, 
such as epidermal hyperplasia, collagen deposition, and 
vascular infiltration, was mainly concentrated in the 
period of 20 to 30 days after radiation.

To study radiation-specific cellular events during tissue 
repair, we first assessed the extent of DNA damage after 
radiation. Utilizing immunofluorescence staining of the 



Page 7 of 21Chen et al. Journal of Translational Medicine          (2024) 22:176  

DNA damage marker γ-H2AX, we identified enduring 
DNA damage  after irradiation that gradually decreased 
over time (Fig.  1I). Typically, cells respond to DNA 
damage in three ways: recovery, senescence, and death 
[27]. To measure the temporal distribution of cell death in 
RISI, we used the TUNEL staining technique. The results 
showed that a large number of dead cells distributed in 
the epidermis and dermis appeared within the first 10 
days after irradiation, and the number decreased after 
20 days (Fig.  1J, L). This coincided with the time of 
epidermal exfoliation and ulcer formation, verifying that 
the loss of tissue integrity induced by cell death was the 
direct cause of ulcer formation or wet desquamation 
[28]. Cellular senescence was another consequence 
of DNA damage. p16 exerts a function in limiting cell 
cycle progression and is considered a potent marker of 
senescent cells. p16 expression is weak in healthy cells, 
but in senescent cells, p16 binds to and inhibits cell 
cycle protein-dependent kinase 4/6 (CDK4/6) activity, 
thereby promoting retinoblastoma (RB)-dependent cell 
cycle arrest [29–31]. By detecting the senescent cell 
marker p16 using immunofluorescence staining, it was 
found that senescent cells remained present for extended 
periods following irradiation. In addition, a significant 
increase in the number of senescent cells was observed at 
the peak of re-epithelialization, collagen deposition, and 
angiogenesis (Fig.  1K, L). Western blot analysis further 
confirmed the persistence of DNA damage and cellular 
senescence after radiation (Additional file 1: Fig. S2).

Pharmacogenetic ablation of  p16+ cells or senolytic 
treatment delays fibroblast activation and epidermal 
proliferation
Given the previous finding that senescent cells were 
predominantly clustered in the peak of re-epithelializa-
tion, collagen deposition and angiogenesis of RISI, our 
next aim was to assess the biological effects of senes-
cent cells. For this purpose, we utilized ABT-263, a 
renowned senolytic agent proven to effectively target 
and eliminate senescent cells, as corroborated by mul-
tiple studies [32–36]. We injected ABT-263 into our 

samples on day 10 following irradiation to eradicate 
senescent cells, and assessed the macroscopic and his-
topathological changes (Fig.  2A)  subsequently. Mice 
that underwent treatment with a senolytic agent exhib-
ited poorer healing outcomes, including premature 
epidermal detachment, exacerbation of wet exudates 
and ulcers, increased hemorrhage, and a delayed recov-
ery rate compared to controls. HE staining demon-
strated accelerated epidermal exfoliation and enhanced 
inflammatory infiltration after senescent cell removal, 
accompanied by delayed angiogenesis and epidermal 
coverage. Furthermore, Masson staining revealed a 
delay in collagen deposition (Fig. 2B).

Considering the possibilities of  ABT-263’s off-target 
effects and incomplete clearance of senescent cells[33], 
we sought to provide a more comprehensive evaluation 
of the distribution and functionality of these cells. Our 
method involved the development of transgenic mice 
equipped to both track and eliminate senescent cells. 
Utilizing CRISPR‒Cas9 technology, we successfully 
incorporated both the diphtheria toxin receptor and the 
fluorescent protein tdTomato downstream of the estab-
lished senescent cell marker CDKN2A. This integration 
allowed for the visualization of senescent cells through 
fluorescence and facilitated their removal using diphthe-
ria toxin (DT) (Fig. 2C). To verify the ability of  p16DTR−

tdTomato mice to track and remove senescent cells in vivo, 
we obtained single-cell suspensions of the skin from 
aged transgenic mice treated with diphtheria toxin and 
analyzed with flow cytometry and immunofluorescence 
(Fig. 2D, Additional file 1: Fig. S3A). The results showed 
that senescent  tdTomato+ cells significantly accumulated 
in the skin of aged mice, and diphtheria toxin adminis-
tration significantly reduced the abundance of senescent 
cells. We then applied this model to inspect the distribu-
tion of senescent cells  after irradiation. Consistent with 
previous p16 immunofluorescence staining results, the 
transgenic model showed high expression of tdTomato 
during the tissue repair phase of RISI, which was further 

Fig. 1 Fibroblast activation, cell proliferation, and vascular infiltration accompany the appearance of senescent cells. A Establishment of the mouse 
RISI model and schematic diagram of sample collection. B Schematic illustration of the irradiated area in the RISI model. C Representative images 
of the general appearance of mice at different time points after irradiation. D Gross injury score, with scoring ranging from 0 (no injury) to 3.5 
(complete moist breakdown of limb—often stuck to body); n = 5 for each group. Representative images of E HE staining, F Masson staining, G 
α-SMA+ myofibroblasts and H  CD31+ endothelial cells at different times post-irradiation. Representative images of I γ-H2AX+ DNA damage cells, J 
 TUNEL+ dead cells and K  p16+ senescent cells immunohistochemical staining at various times post-irradiation. L Quantitative analysis of the positive 
signals of α-SMA, CD31, TUNEL, and p16 at different times after irradiation. 12 high-magnification fields were randomly selected, and the positive 
signal area was analyzed using ImageJ software. Data were presented as mean ± standard deviation. γ-H2AX standed for Phosphorylated histone 
H2AX, DAPI for 4′,6-diamidino-2-phenylindole, and TUNEL for terminal deoxynucleotidyl transferase-mediated fluorescein-dUTP nick-end labeling. 
Bars represented 100 μm

(See figure on next page.)
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validated by flow cytometry and tdTomato fluorescence 
(Additional file 1: Fig. S3B, S3C).

To further investigate the role of senescent cells in the 
repair of RISI, we targeted these cells for elimination 
using diphtheria toxin 10 days post-irradiation and 
subsequently evaluated their biological functions. The 
genetic strategy deployed for the clearance of senescent 
cells is illustrated in Fig.  2E. We consistently assessed 
and scored the overall condition of the irradiated limbs. 
Representative macroscopic images showed more severe 
epidermal detachment, inflammatory exudation, and 
hemorrhage in the limbs of the irradiated mice after 
the removal of senescent cells. These observations were 
supported by markedly lower scores than those of the 
control group (Fig. 2F, G). HE staining (Fig. 2H) showed 
that removing senescent cells resulted in a more severe 
loss of subcutaneous appendages accompanied by 
marked epidermal detachment, necrosis, and disruption 
of dermal fiber structure. After the removal of senescent 
cells, the percentage of  Ki67+ cells, a marker of cell 
proliferation, was significantly reduced, especially in the 
basal layer of the epidermis (Fig. 2I, L). In addition, the 
level of α-SMA, a fibroblast marker indicative of collagen 
deposition, and CD31, an endothelial cell marker 
indicative of vascular infiltration, were also significantly 
reduced after the removal of senescent cells (Fig. 2J–L). 
It has been shown that radiation-induced senescent cells 
promote keratinocyte proliferation, fibroblast activation, 
and angiogenesis to enhance epithelial reformation and 
collagen deposition in RISI.

Fibroblasts are the central subpopulation of irradiated 
senescent cells that promote re‑epithelialization 
and collagen deposition
Given the function of senescent cells in promoting re-
epithelialization and collagen deposition, our study 
aimed to further explore the cell types that exert a 
major role. For this purpose, we analyzed the single-cell 

transcriptome sequencing dataset submitted by Tu et al. 
[37] (GSE193564). This dataset involved exposing  rat 
skin to 40  Gy  of ionizing radiation, and irradiated and 
non-irradiated skin samples were collected at various 
time points. Following dissociation, single-cell transcrip-
tome sequencing was performed, and the Seurat package 
was employed for unsupervised clustering analysis and 
dimensionality reduction, leading to the identification of 
nine main cell types (Fig. 3A).

By  using cellular senescence markers, we identified 
and screened senescent cells in the scRNA-seq dataset 
(Fig.  3B). Senescent cells were distributed in a variety 
of cell types. Among them, fibroblasts, macrophages, 
endothelial cells, and keratinocytes accounted for the 
highest proportion of senescent cells. We subsequently 
extracted single-cell suspensions from  samples 10  days 
post-radiation and analyzed using flow cytometry, which 
showed that fibroblasts dominated  in the number of 
senescent cells (Fig.  3C). By analyzing the differentially 
expressed genes in senescent cells versus control normal 
cells and shown by heatmap, we observed significant 
differences in the gene expression profiles of the two 
groups (Fig.  3D). Gene Ontology (GO) enrichment 
analysis showed that senescent cells were significantly 
enriched in the “wound healing” pathway during the 
repair phase, further confirming the involvement of 
senescent cells in tissue repair of RISI (Fig. 3E).

Next, we analyzed nine cell types by GSEA to find the 
senescent cell type with the most significant impact on 
wound healing. The results showed differences in the 
NES of senescent fibroblasts and keratinocytes, with 
fibroblasts scoring the highest. This finding suggested 
that fibroblasts may be the main cell type that exerts pro-
repair effects in senescent cells (Fig.  3F). Subsequently, 
senescent and non-senescent fibroblasts were separated 
using FACS. The five most highly expressed genes in the 
"GOBP_WOUND_HEALING" pathway in senescent 
fibroblasts from scRNA-seq and the senescence marker 

(See figure on next page.)
Fig. 2 Senescent cell intervention impacts re-epithelialization and collagen deposition. A Schematic diagram of senolytic ABT-263 clearing 
senescent cells and sample collection. B Representative gross images, HE staining images, and Masson staining images showing reduced damage 
in the irradiated limbs after ABT-263 treatment compared to the PBS control, n = 5. C Schematic illustration of the target construction for  p16DTR−

tdTomato mice and CRISPR gene editing. D Representative data from flow cytometry analysis of the proportion of  tdTomato+ in single-cell suspensions 
of skin from young mice (2 months old), aged mice (18 months old), and aged mice after senescent cells clearance, n = 5. E Schematic diagram 
of using diphtheria toxin to target and clear senescent cells and sample collection. F Representative gross images showing reduced damage 
in the irradiated limbs after diphtheria toxin treatment compared to the PBS control. G Gross injury scores comparing the senescent cells clearance 
groups and the control groups, n = 3 for each group. Representative images of H HE staining, I  Ki67+ proliferative cells immunofluorescent staining, 
J α-SMA+ myofibroblasts immunohistochemical staining and  CD31+ K endothelial cells immunohistochemical staining comparing the senescent 
cells clearance groups and the control groups. L Quantitative analysis of the positive signals of Ki67, α-SMA, and CD31 between the senescent cell 
clearance groups and the control groups. 12 high-magnification fields were randomly selected, and the proportion of positive signal cells (Ki67) 
or the area of positive signals (α-SMA, CD31) were analyzed using ImageJ software. Data were presented as mean ± standard deviation. When 
variance was met, a t-test was used for statistical analysis between two groups, while ANOVA was used for comparisons among three or more 
groups. If variance wasn’t met, the Mann-Whitney U test was used. *p < 0.05, **p < 0.01, ***p < 0.001. Bars represented 100 μm
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Cdkn2a were verified by qPCR. The results demonstrated 
elevated levels of p16 in the sorted senescent cells, 
along with upregulation of wound healing-related genes 
(Fig.  3G). These results highlighted the importance of 
senescent fibroblasts in enhancing re-epithelialization 
and collagen deposition. Therefore, we conducted further 
studies on senescent fibroblasts.

IL‑33 is the key senescence‑associated secretory 
phenotype secreted by senescent fibroblasts
As we know, senescent cells exhibit heightened metabolic 
activity and express the  senescence-associated secre-
tory phenotype (SASP) due to cell cycle arrest, which is 
the primary mechanism which they exert their biologi-
cal effects [38]. To investigate the effector molecules of 
senescent fibroblasts that promote re-epithelialization 
and collagen deposition, we screened their expression of 
SASP. By analyzing DEGs in senescent fibroblasts using 
scRNA-seq analysis, we discovered that senescent fibro-
blasts exhibited elevated expression of multiple repair-
promoting factors, including IL-33 and TGF-β (Fig. 4A).

Subsequently, we conducted a bulk RNA-seq joint 
analysis of skin tissue and fibroblast datasets related to 
RISI from the GEO database. As depicting in Fig.  4B, 
we integrated three datasets, including a human diploid 
fibroblast cell line WI38 dataset (10  Gy, 10  days post-
irradiation, GSE130727), a mouse skin dataset (40  Gy, 
9 days post-irradiation, GSE163653), and our previously 
obtained dataset of primary rat skin fibroblasts (8  Gy, 
10  days post-irradiation)  [39]. Venn analysis of DEGs 
across these three datasets revealed 12 genes with 
consistently elevated expression. Among these, IL-33 
showed the most significant increase (Fig. 4C), suggesting 
that IL-33 may represent a stable and significant SASP 
factor expressed by radiation-induced senescent 
fibroblasts.

To validate the relationship between IL-33 and 
senescent cells, we verified the co-localization of IL-33 
with senescent cells by immunofluorescence (Fig.  4D). 
Further, Enzyme-linked immunosorbent assay (ELISA) 
and Western blot demonstrated that clearance of 
senescent cells after irradiation significantly decreased 

IL-33 levels (Fig.  4E, F). These findings provide 
compelling evidence that the expression of IL-33 is 
mainly derived from senescent cells. Subsequently, we 
identified the predominant cells expressing IL-33 by 
single-cell sequencing. Our research findings revealed 
that senescent endothelial cells and fibroblasts displayed 
the highest levels of IL-33 expression (Fig.  4G). 
Subsequently, immunofluorescence co-localization 
experiments in multiple cell types revealed that most 
IL-33 fluorescent signals originated from fibroblasts, a 
few from vascular endothelial cells and keratinocytes, 
and almost no IL-33 expression in myeloid immune 
cells (Fig. 4H–K). These results suggested that senescent 
fibroblasts stably express IL-33 as SASP, which may 
contribute to the improvement of re-epithelialization and 
collagen deposition effects.

IL‑33 facilitates the repair of RISI and alters the immune 
microenvironment
To assess the importance of IL-33 secreted by senescent 
fibroblasts in promoting the re-epithelialization and col-
lagen deposition of RISI, we chose to neutralize IL-33 
using antibody to investigate its roles. Figure 5A showed 
a schematic diagram of IL-33 neutralization. As expected, 
the neutralization of IL-33 resulted in more severe exu-
dation, more prolonged ulceration (Fig.  5B), and higher 
damage scores (Fig.  5C) in the irradiated tissues com-
pared with the control group. Subsequent pathological 
analysis of the neutralized tissues revealed reduced epi-
dermal coverage, disorganized dermal tissue structure, 
and loss of subcutaneous appendages (Fig.  5D). Further 
immunofluorescence analysis showed reduced cell prolif-
eration after IL-33 neutralization (Fig.  5E, I), decreased 
fibroblast activation (Fig.  5F, I), and slowed angiogen-
esis (Fig. 5G, I). These findings were consistent with the 
inhibitory effect after removal of senescent cells.

IL-33 has been reported as a type 2 cytokine that 
significantly inhibits  the inflammatory response [40], 
while persistent and widespread inflammation is one 
of the reasons for difficulty in healing chronic wounds, 
including RISI. Based on the findings that IL-33 
neutralization exacerbated inflammatory cell infiltration 

Fig. 3 Senescent fibroblasts are the main contributors to the healing of RISI. A t-SNE dimensionality reduction showed the cell types identified 
in the single-cell dataset. B Display of senescent cells at different time points post-irradiation in the single-cell dataset. C Flow cytometry 
sorts and displays the proportional distribution of various types of senescent cells, with fibroblasts being the predominant type. D Heatmap 
demonstrates the representative differentially expressed genes that were highly expressed in senescent cells. E GO analysis indicated 
the enrichment of wound healing pathways in senescent cells. F GSEA compares the enrichment of wound healing pathways among different 
subtypes of senescent cells; fibroblasts and keratinocytes showed high expression of this pathway. G qPCR analysis of up-regulated wound 
healing-related genes in senescent fibroblasts sorted 20 days after irradiation, compared to the control group, n = 6. When variance is met, a t-test 
was used for statistical analysis between two groups, while ANOVA was used for comparisons among three or more groups. If variance wasn’t met, 
the Mann-Whitney U test was used. *p < 0.05, **p < 0.01, ***p < 0.001

(See figure on next page.)
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in HE staining results, our next step aimed to evaluate 
the effect of IL-33 on the immune microenvironment 
in RISI. Immunofluorescence staining for the myeloid 
immune cell marker Cd11b demonstrated the presence 
of myeloid immune cell infiltration after irradiation, 
and IL-33 neutralization exacerbated the inflammatory 
response (Fig.  5H, I). Next, we performed PCR on 
various pro- and anti-inflammatory factors, which 
showed that anti-inflammatory factors, including Tgf-
β, IL-10, and IL-4 were significantly down-regulated 
after IL-33 neutralization. In contrast, the levels of pro-
inflammatory factors such as IL-6, IL-1b, and Tnf-α 
were significantly increased (Fig.  5J). Further, Western 
blot also demonstrated that IL-33 neutralization led to 
high expression of the pro-inflammatory factor IL-6, 
accompanied by a decrease in the pro-repair factor 
Tgf-β expression level (Fig.  5K). The results suggested 
that IL-33 secreted by senescent fibroblasts effectively 
promoted the healing process of RISI wounds and at the 
same time altered the immune microenvironment of the 
wounds toward the pro-repair direction.

The effect induced by IL‑33 is upon the polarization state 
of macrophages
Immune cells remove tissue debris and microbial con-
tamination from injured tissues while secreting cytokines 
and growth factors to promote tissue repair and wound 
closure. However, the immune cell phenotype must 
be finely regulated to avoid excessive tissue damage. 
Among them, macrophages are deeply involved in this 
process, and their transition from a pro-inflammatory 
to an anti-inflammatory state is critical for tissue repair 
outcomes. Several studies have demonstrated that ST2, 
as the sole receptor for IL-33, is widely expressed on the 
surface of macrophages and that IL-33 effectively pro-
motes macrophage conversion to the M2 phenotype 
[41–43]. To further investigate whether IL-33 produced 
by fibroblasts in RISI exerts pro-reepithelialization and 
collagen deposition effects by altering the polarization 

state of macrophages, we first conducted a study of the 
macrophage polarization markers CD206 and CD86 by 
qPCR analysis (Fig. 6A). Flow cytometry analysis of mac-
rophage polarization markers in tissues similarly con-
firmed that neutralization of IL-33 significantly inhibited 
macrophage M2 polarization (Fig.  6B, Additional file  1: 
Fig. S3). The above experiments demonstrated that IL-33 
secreted by senescent fibroblasts could alter macrophage 
polarization while promoting the healing of RISI.

Next, we further assessed whether the IL-33 pro-repair 
effect depended on macrophage polarization status 
alterations. We assessed the effect of IL-33 injection 
on improving RISI re-epithelialization and collagen 
deposition after macrophage clearance by Clodronate 
Liposomes. The successful removal of macrophages 
by liposomes was shown in Additional file  1: Fig. 
S4. HE staining showed that removal of senescent 
cells after irradiation significantly delayed epidermal 
coverage and ulcer healing, and IL-33 injection partially 
ameliorated the damage caused by the removal of 
senescent cells, but scab coverage remained. The repair 
effect was significantly suppressed by IL-33 injection 
after macrophage removal. Immunofluorescence 
staining for the angiogenic indicator CD31 and the 
proliferation indicator Ki67 similarly showed that IL-33 
injection partially ameliorated the decreased levels of 
vascular infiltration and cellular proliferation caused 
by senescent cell clearance, but this effect was reversed 
with macrophage clearance (Fig. 6C). This suggested that 
the improvement of re-epithelialization and collagen 
deposition effect exerted by IL-33 partially depending on 
the presence of macrophages.

To further assess the role of IL-33 in M2 macrophage 
polarization, we stimulated bone marrow-derived 
macrophages with IL-33, LPS (an M1 polarization 
stimulus), IL-13 (an M2 polarization stimulus), or 
combinations of these cytokines for 48 h. As expected, 
IL-13 and LPS had specific effects on CD206 and CD86 
expression, with IL-13 increasing and LPS decreasing 

(See figure on next page.)
Fig. 4 IL-33 serves as the primary SASP secreted by senescent fibroblasts. A Volcano plot of differentially expressed genes between senescent 
fibroblasts and control group in the scRNA-seq dataset, showing representative SASP expression levels. B Schematic of integrated transcriptomic 
analysis, including gene sets and Venn analysis results. C Expression levels of commonly highly expressed genes across different gene sets, 
in  Log2FC units, with IL-33 being the most highly expressed gene. D Representative immunofluorescence co-staining experiments show that IL-33 
was primarily co-localized with senescent cells, n = 3. E Western blot revealed a significant reduction in IL-33 expression levels after the removal 
of senescent cells, with the experiment repeated three times, and a representative image was shown. F Elisa results indicated that serum 
IL-33 secretion levels significantly decreased after senescent cells removal, n = 3. G t-SNE dimensionality reduction image displayed that IL-33 
was primarily expressed in fibroblasts. H–K Representative immunofluorescence co-localization images of IL-33 in fibroblasts, vascular endothelial 
cells, and myeloid immune cells, showing that IL-33 was mainly expressed in fibroblasts. Arrows point to IL-33+ cells, with the experiment repeated 
three times. When variance was met, a t-test was used for statistical analysis between two groups, while ANOVA was used for comparisons 
among three or more groups. If variance wasn’t met, the Mann-Whitney U test was used. *p < 0.05, **p < 0.01, ***p < 0.001. Bars represented 100 μm 
(D), 50 μm (H–K)
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the percentage of  CD206+ cells and LPS increasing 
the percentage of  CD86+ cells. On its own, IL-33 had 
no significant effect on CD206 and CD86 expression. 
However, in the presence of IL-13, IL-33 strongly 
enhanced CD206 expression without affecting CD86 
expression (Fig.  6D, Additional file  1: Fig. S5). These 
results indicated that IL-33 significantly enhances the 
polarization of mouse M2 macrophages induced by 
IL-13.

Considering the previously observed promotional 
effects of IL-33 on collagen deposition and epidermal 
proliferation, we investigated the effects of IL-33-
induced macrophage polarization on the proliferative 
and migratory capacities of keratinocytes and fibroblasts. 
Primary mouse keratinocytes and fibroblasts were 
stimulated for 72 h, and the sources of stimuli were 
medium from M0 macrophages, medium from IL-33- 
and IL-13-induced M2 macrophages, and macrophage-
free control medium. Flow cytometry analysis showed 
higher levels of intracellular EdU uptake in M2 
macrophage-stimulated keratinocytes and fibroblasts 
compared with cells stimulated with M0 macrophage or 
macrophage-free control medium (Fig.  6E, Additional 
file  1: Fig. S6). Transwell and scratch experiments 
demonstrated a significant enhancement of keratinocytes 
and fibroblasts migration after stimulation with M2 
macrophage medium (Fig.  6F–I), but the macrophage-
free control medium had no significant effect on the 
migratory capacity of either. These in  vitro experiments 
likewise demonstrated that IL-33 needs to induce M2 
macrophage polarization in order to have an effect on 
keratinocyte and fibroblast migration and proliferation, 
thereby promoting RISI recovery, rather than acting 
alone.

Discussion
As one of the most common side effects of radiotherapy, 
mild RISI manifesting as desquamation or blistering heals 
in most cases with routine care such as moisturization, 
glucocorticosteroids, or silver-ion-containing dressings 
[44]. However, severe RISI with ulcers would tend to 
have delayed healing, recurrent breakouts, and severe 
pain. Unfortunately, the existing generalized treatments 
for cuts and burns are ineffective. This is mainly because 
the mechanism of injury caused  by ionizing radiation 
is more specific, and the critical aspects involved in 
the repair phase of RISI are not yet fully understood, 
which limits the choice and development of therapeutic 
approaches. Here, we found that radiation-induced 
cellular senescence is involved in re-epithelialization and 
collagen deposition during the repair of RISI. Further, we 
localized that senescent fibroblasts secreting IL-33 as an 
SASP that promoted fibroblast activation and epidermal 
proliferation by affecting macrophage polarization. 
This result enriches the current understanding of the 
cell biological events during RISI. It provides a new 
intervention target for the intervention of RISI, which 
is expected to be followed by the development of 
therapeutic tools to accelerate the healing of RISI on this 
basis.

The most important biological effect of ionizing 
radiation is the  damage to biomolecules, such as DNA, 
the destruction of  which usually leads to cell death or 
cellular senescence. Norozi et al. found that a very short 
period after radiation resulted in cell death [45], which 
was consistent with our observation that large doses 
of radiation result in massive cell death in the skin  in a 
widespread manner. Lower doses of radiation mainly lead 
to keratinocyte death, causing wet flaking. Higher doses 
of radiation lead to dermal cell death and disruption 
of the structure of the whole skin layer, triggering 
ulcers [46]. However, the presence of dead cells is rare 
during collagen deposition or re-epithelialization of the 

Fig. 5 IL-33 improves the healing outcome and modulated the immune microenvironment in RISI. A Schematic representation of subcutaneous 
injection of IL-33 neutralizing antibody or control IgG. B Representative images of gross injury after IL-33 neutralizing antibody injection compared 
to control IgG injection, n = 3. C Gross injury scores for the IL-33 neutralizing antibody injection group compared to the control groups, n = 3 
for each group. D Representative H&E staining images of IL-33 neutralizing antibody injection groups versus control groups. Representative 
immunofluorescence images of E  Ki67+ proliferating cells, F α-SMA+ myofibroblasts, G  CD31+ endothelial cells and H  Cd11b+ myeloid immune 
cells for the IL-33 neutralizing antibody injection groups versus the control groups. I Quantitative analysis of Ki67, α-SMA, and CD31 positive signals 
in the IL-33 neutralizing antibody injection groups versus the control groups. Twelve high-power fields were randomly selected, and positive 
signal cell ratios (for Ki67) or positive signal areas (for α-SMA and CD31) were analyzed using ImageJ software. J qPCR analysis of changes in M2 
macrophage marker CD206 and M1 macrophage marker CD86 gene expressions after IL-33 neutralizing antibody injection compared to control 
groups, n = 6. K Western blot indicated a decrease in the anti-inflammatory cytokine Tgf-β expression level and an increase in the pro-inflammatory 
cytokine IL-6 expression level after IL-33 neutralizing antibody injection, with three repetitions, and representative images was shown. Data were 
represented as mean ± standard deviation. When variance was met, a t-test was used for statistical analysis between two groups, while ANOVA 
was used for comparisons among three or more groups. If variance wasn’t met, the Mann-Whitney U test was used. *p < 0.05, **p < 0.01, ***p < 0.001. 
Bars represented 100 μm

(See figure on next page.)
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ulcer. At this stage, we observed an accumulation of 
senescent cells, which was another radiation-induced 
alteration of the cellular state. Although senescent 
cells lose their proliferative capacity, they can secrete 
various cytokines and growth factors, and many 
studies have also shown that senescent cells play an 
essential role in the tissue repair process represented 
by wound healing. Both senescent cell markers and 
SASP are transiently up-regulated after skin excision 
in mice and humans, which is critical for wound 
healing. Demaria et al. [47] found for the first time that 
senescent fibroblasts and vascular endothelial cells 
resulting from excision wounds expressed PDGF-AA 
and that targeted removal of senescent cells followed by 
supplementation with PDGF-AA reversed the delay in 
wound healing. In addition, CCN1-induced senescent 
cells played an aggressive role in pro-heart regeneration, 
and macrophages expressing p16 and SA-β-Gal had 
been suggested to be involved in the clearance of dead 
cells as well as in the transformation of the immune 
microenvironment [48, 49]. Notably, in chronic wounds, 
senescent cells may play the opposite role [10, 13, 48, 
50–52]. Many studies have shown that senescent cells 
are detrimental to chronic wound healing. Advanced 
glycosylation end products in diabetic wounds and 
hypoxic environments in pressure ulcers similarly lead 
to cellular senescence, where a proportion of senescent 
cells that exceeds 15% lead to ulcers with difficulty in 

healing [53]. The current explanation for the functional 
heterogeneity of senescent cells is that transient and 
a few senescent cells are beneficial for tissue repair; 
however, the presence of a large and persistent number 
of senescent cells may be counterproductive. Also, 
there are differences in SASP expression profiles and 
functions between senescence-inducing conditions and 
cell types [54]. On this basis, and in conjunction with our 
experimental results, we hypothesized that the beneficial 
effects of senescent cells on wound healing in RISI may 
only exist within a short window of time, and that the 
prolonged presence of senescent cells may limit tissue 
repair. Intervention strategies against the emergence 
of pro-repair senescent cells in RISI may be based on 
inducing their early production rather than inhibiting 
their removal.

SASP is a central effector molecule that exerts 
biological effects in senescent cells; however, the SASP 
that functions in radiation-induced senescent cells has 
not been fully revealed. We found that IL-33 was one 
of the significant SASPs secreted by radiation-induced 
senescent fibroblasts. IL-33 is a type 2 cytokine with 
pleiotropic immunomodulatory effects. As a member of 
the IL-1 family of cytokines, IL-33 is involved in the repair 
process of a variety of diseases, including diabetic wounds 
[55] and burn wounds [41]. At the same time, it also 
exerts an active role in liver regeneration [56]. Previous 
studies have generally concluded that IL-33 acted as an 

(See figure on next page.)
Fig. 6 The role of IL-33 is partly dependent on the polarization state of macrophages. A qPCR analysis of changes in the gene expression 
of the M2 macrophage marker CD206 and the M1 macrophage marker CD86 after IL-33 neutralizing antibody injection compared to the control 
groups (mean ± SD, n = 6). B Quantitative analysis of flow cytometry results of the proportion of differently polarized macrophages in skin 
single-cell suspensions after injection of IL-33-neutralizing antibody compared with controls (mean ± SD, n = 3). C Representative H&E staining, 
CD31 immunofluorescence staining, and Ki67 immunofluorescence images for the following conditions at 20 days post-irradiation: clearance 
of senescent cells, subcutaneous injection of recombinant IL-33 after clearance of senescent cells, and subcutaneous injection of recombinant 
IL-33 after clearance of macrophages with Clodronate; n = 3. Quantitative analyses were conducted by randomly selecting 12 high-power fields, 
and using ImageJ to compute the area with CD31 positive signals and the percentage of Ki67 positive cells. D Mouse bone marrow (BM) cells 
were isolated and cultured in the presence of M-CSF (20 ng/mL). After six days, macrophages were stimulated with LPS (100 ng/mL), IL-13 
(10 ng/mL), IL-33 (20 ng/mL), or a combination of these agents for 48 h. Flow cytometry was used to analyze the surface markers CD206 for M2 
macrophages and CD86 for M1 macrophages. Quantitative analyses of flow cytometry results for the proportions of M0, M1, and M2 macrophages 
are presented (mean ± SD, n = 3). E Primary fibroblasts or primary keratinocytes were stimulated with PBS, polarization-inducing medium containing 
IL-33 and IL-13 without macrophages, M0 macrophage-conditioned medium, or conditioned medium from M2 macrophages treated with IL-33 
and IL-13. Flow cytometry was used to analyze the percentage of  EdU+ proliferating cells, with results representing data from three repeated 
experiments (mean ± SD, n = 3). F Transwell assays revealed the macrophage-dependent ability of IL-33 to enhance cell migration. Representative 
images showing the migratory ability of primary keratinocytes (top) and primary fibroblasts (bottom) incubated under different conditions 
for 24 h. G Quantitative analysis of the number of migrating cells in the Transwell assay of keratinocytes and primary fibroblasts under different 
stimuli based on 12 randomly selected high magnification fields of view (mean ± SD). H Scratch assay demonstrated that IL-33-enhanced cell 
migration was dependent on macrophages. Representative images showing the migratory ability of primary keratinocytes (top) and primary 
fibroblasts (bottom) incubated under different conditions for 12 h. The red dashed lines indicated the edge of migrating cells. I Quantitative analysis 
of the wound closure ratio in the scratch assay of keratinocytes and primary fibroblasts under different stimuli based on 12 randomly selected 
high magnification fields of views (mean ± SD). When variance was met, a t-test was used for statistical analysis between two groups, while ANOVA 
was used for comparisons among three or more groups. If variance was not met, the Mann‒Whitney U test was used. *p < 0.05, **p < 0.01, 
***p < 0.001. Bars represented 50 μm (F, H) and 100 μm (C). EdU stood for 5-ethynyl-2′-deoxyuridine, and BMDMs for bone marrow-derived 
macrophages
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alarmin, constitutively  being expressed in multiple cells 
such as vascular endothelium and epidermis, and  being 
released to activate the immune response after cellular 
injury [57]. The activation of the immune response is 
dependent on the sole receptor for IL-33, ST2, which is 
highly expressed mainly in ILC2, Th2, and macrophages.
ILC2 and Th2, after being activated by IL-33, express 
type 2 cytokines, mainly IL4 and IL13, which regulate 
the function of epithelial cells and fibroblasts [42, 58, 
59]. As for macrophages, it had been reported that IL-33 
accelerates diabetic wound repair by up-regulating the 
polarization of M2-type macrophages [60]. Wang et  al. 
[61] combined IL-33 with a hydrogel delivery system, 
which altered the polarization status of macrophages 
and resulted in superior therapeutic effects in diabetic 
wound healing. Our results showed that IL-33 enhanced 
the effect of IL-13-triggered macrophage M2 polarization 
and that IL-33 administration alone had no significant 
effect, which was consistent with what was observed by 
He et al. [60] Since ILC2 and Th2 cells also express ST2 
receptors, these two types of immune cells may also 
be involved in RISI repair as targets of IL-33. Here, we 
reported for the first time that IL-33 can play an essential 
role in promoting RISI repair as an SASP secreted by 
radiation-induced senescent fibroblasts. Recently, the fact 
that IL-33 could function as a senescent cell SASP was 
partially elaborated in a hepatocellular carcinoma model, 
which is consistent with our observations. Yamagishi 
et al. [62] found that in an obesity-induced hepatocellular 
carcinoma model, senescent hepatic stellate cells cleave 
and activate IL-33 by CELA1 protease, and IL-33 in the 
activated state was released via Gasdermin D into the 
tumor microenvironment. A similar pattern of IL-33 
release was observed in allergic airway epithelium by Kita 
et  al. [63]. However, whether IL-33 release follows the 
above paradigm in radiation-induced cellular senescence 
still needs further investigation.

In conclusion, the interactions between senescent 
cells, IL-33, and macrophages not only highlighted the 
complexity of RISI repair but also revealed potential 
targets for therapeutic intervention. First, despite the 
pro-repairing effects of Senolytics in chronic wounds, 
caution should be exercised in the use of such drugs 
in RISI because of the positive role of senescent cells 
in essential aspects involved in wound repair. Precise 
regulation of the fate and function of senescent cells 
according to their characteristics in different periods 
may play a crucial role in the treatment of RISI. Secondly, 
based on the pro-repairing effect of IL-33, treatment with 
this factor applied to the wound in combination with the 
appropriate delivery material, supplemented by other 
standard antimicrobial and moisturizing therapies may 
be feasible.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12967- 024- 04972-8.

Additional file 1: Figure S1. Validation of the  p16DTR−tdTomato mice in vivo. 
A qPCR verification of mRNA expression levels of transgenic elements 
(mean ± SD, n = 3). Immunofluorescence co-localization of primary 
fibroblast tdTomato autofluorescence with the senescence marker, B 
p16, C P21, and D SA-β-Gal. E CCK-8 assay for cell viability of senescent 
and control primary dermal fibroblasts at different concentrations of 
diphtheria toxin (mean ± SD, n = 3). When variance was met, a t-test was 
used for statistical analysis between two groups, while ANOVA was used 
for comparisons among three or more groups. If variance was not met, 
the Mann-Whitney U test was used. *p < 0.05, **p < 0.01, ***p < 0.001. DTR 
stood for diphtheria toxin receptor, IR for ionizing radiation, and SA-b-Gal 
for senescence-associated β galactosidase. Figure S2. DNA damage and 
cellular senescence are persistent after radiation exposure. Figure S3. Dis-
tribution of senescent cells at different times after irradiation assessed by 
 p16DTR−tdTomato mice. A tdTomato autofluorescence in young mice, aged 
mice, and aged mice after removal of senescent cells using diphtheria 
toxin. B Flow cytometry assessment of the distribution of senescent cells 
at different times after irradiation. C Evaluation of tdTomato autofluores-
cence and quantitative analysis of senescent cells distribution at different 
times after irradiation (mean ± SD, n = 3). DT stood for diphtheria toxin. 
Figure S4. Representative data from flow cytometry analysis of the pro-
portions of differently polarized macrophages in skin single-cell suspen-
sions after IL-33 neutralizing antibody injection versus the control groups. 
Figure S5. Representative F4/80 immunohistochemical staining results 
and their quantitative analysis show adequate clearance of macrophages 
by Clodronate. Results were expressed as mean ± SD, n = 12. When vari-
ance was met, ANOVA was used for comparisons among three or more 
groups. If variance was not met, the Mann-Whitney U test was used. 
*p < 0.05, **p < 0.01, ***p < 0.001. IR stood for ionizing radiation, and CLO 
for Clodronate. Figure S6. Representative flow cytometry results show 
BMDM cell polarization under different treatment conditions in vitro. Fig‑
ure S7. Representative flow cytometry results show the effects of different 
in vitro conditions inducing BMDM on the proliferation of keratinocytes 
and fibroblasts. Table S1. Impairment Gross Performance Rating Scale. 
Table S2. Primers used for qRT-PCR. Table S3. Primary antibodies used in 
this study.

Acknowledgements
Not applicable.

Author contributions
CS, YC, LM conceived and designed the project. YC performed most 
experiments, analyzed the data, and drafted the manuscript; LM took part in 
animal experiments and immunohistochemistry and immunofluorescence 
staining. ZHH, YX and ZC participated in the cellular experiments. CS, YC, and 
LM edited the manuscript; CS, YC and LM designed the study, supervised the 
experiments, and revised the manuscript. All authors have read and approved 
the final manuscript.

Funding
This work was supported by the Key Program of the National Natural Science 
Foundation of China (82030056).

Availability of data and materials
Data and materials related to this work are available from the corresponding 
author upon request.

Declarations

Ethics approval and consent to participate
Male C57 mice (4–5 weeks of age) were obtained and followed the care and 
use of guidelines from Laboratory Animals of the AMU. The AMU Animal 
Care and Use Committee approved all experimental animal procedures 

https://doi.org/10.1186/s12967-024-04972-8
https://doi.org/10.1186/s12967-024-04972-8


Page 20 of 21Chen et al. Journal of Translational Medicine          (2024) 22:176 

(AMEWEC20230024). Informed consent was obtained from all individual 
participants included in the study.

Consent for publication
No individual information, image or video was included in this study.

Competing interests
The authors declare no competing interest and any commercial affiliations.

Author details
1 Institute of Rocket Force Medicine, State Key Laboratory of Trauma 
and Chemical Poisoning, Third Military Medical University (Army Medical 
University), Chongqing 400038, China. 

Received: 13 December 2023   Accepted: 9 February 2024

References
 1. Pfeffer MR, Blumenfeld P. The changing paradigm of radiotherapy in the 

elderly population. Cancer J. 2017;23:223–30.
 2. Yang X, Ren H, Guo X, Hu C, Fu J. Radiation-induced skin injury pathogen-

esis, treatment, and management. Aging. 2020;12:23379–93.
 3. Singh M, Alavi A, Wong R, Akita S. Radiodermatitis: a review of our current 

understanding. Am J Clin Dermatol. 2016;17:277–92.
 4. Bernstein EF, Harisiadis L, Salomon G, Norton J, Sollberg S, Uitto J, et al. 

Transforming growth factor-beta improves healing of radiation-impaired 
wounds. J Invest Dermatol. 1991;97:430–4.

 5. Soysouvanh F, Benadjaoud MA, Dos Santos M, Mondini M, Lavigne J, 
Bertho A, et al. Stereotactic lung irradiation in mice promotes long-term 
senescence and lung injury. Int J Radiat Oncol. 2020;106:1017–27.

 6. Mikuła-Pietrasik J, Niklas A, Uruski P, Tykarski A, Książek K. Mechanisms and 
significance of therapy-induced and spontaneous senescence of cancer 
cells. Cell Mol Life Sci. 2020;77:213–29.

 7. Dobler C, Jost T, Hecht M, Fietkau R, Distel L. Senescence induction by 
combined ionizing radiation and DNA damage response inhibitors in 
head and neck squamous cell carcinoma cells. Cells-Basel. 2020;9:2012.

 8. Ogrodnik M. Cellular aging beyond cellular senescence: markers of senes-
cence prior to cell cycle arrest in vitro and in vivo. Aging Cell. 2021;20: 
e13338.

 9. Vande Berg JS, Rudolph R, Hollan C, Haywood-Reid PL. Fibroblast senes-
cence in pressure ulcers. Wound Repair Regen. 1998;6:38–49.

 10. Berlanga-Acosta JA, Guillén-Nieto GE, Rodríguez-Rodríguez N, Mendoza-
Mari Y, Bringas-Vega ML, Berlanga-Saez JO, et al. Cellular senescence as 
the pathogenic hub of diabetes-related wound chronicity. Front Endo-
crinol. 2020;11:573032.

 11. Wang Z, Shi C. Cellular senescence is a promising target for chronic 
wounds: a comprehensive review. Burns Trauma. 2020;8:tkaa021.

 12. Clark RA. Oxidative stress and “senescent” fibroblasts in non-
healing wounds as potential therapeutic targets. J Invest Dermatol. 
2008;128:2361–4.

 13. Wei X, Li M, Zheng Z, Ma J, Gao Y, Chen L, et al. Senescence in chronic 
wounds and potential targeted therapies. Burns Trauma. 2022;10:tkab045.

 14. Cohn RL, Gasek NS, Kuchel GA, Xu M. The heterogeneity of cellular senes-
cence: insights at the single-cell level. Trends Cell Biol. 2022. https:// doi. 
org/ 10. 1016/j. tcb. 2022. 04. 011.

 15. Stuart T, Butler A, Hoffman P, Hafemeister C, Papalexi E, Mauck WM, et al. 
Comprehensive integration of single-cell data. Cell. 2019;177:1888-1902.
e21.

 16. McGinnis CS, Murrow LM, Gartner ZJ. DoubletFinder: doublet detection 
in single-cell RNA sequencing data using artificial nearest neighbors. Cell 
Syst. 2019;8:329-337.e4.

 17. Hafemeister C, Satija R. Normalization and variance stabilization of 
single-cell RNA-seq data using regularized negative binomial regression. 
Genome Biol. 2019;20:296.

 18. REACTOME_CELLULAR_SENESCENCE. 2024. https:// www. gsea- msigdb. 
org/ gsea/ msigdb/ cards/ REACT OME_ CELLU LAR_ SENES CENCE. Accessed 
20 Jan 2024.

 19. Wu T, Hu E, Xu S, Chen M, Guo P, Dai Z, et al. clusterProfiler 4.0: a universal 
enrichment tool for interpreting omics data. Innovation. 2021;2:100141.

 20. Zhang Y, Park C, Bennett C, Thornton M, Kim D. Rapid and accurate 
alignment of nucleotide conversion sequencing reads with HISAT-3N. 
Genome Res. 2021;31:1290–5.

 21. Putri GH, Anders S, Pyl PT, Pimanda JE, Zanini F. Analysing high-
throughput sequencing data in Python with HTSeq 2.0. Bioinformatics. 
2022;38:2943–5.

 22. Love MI, Huber W, Anders S. Moderated estimation of fold change and 
dispersion for RNA-seq data with DESeq2. Genome Biol. 2014;15:550.

 23. Iwakawa M, Noda S, Ohta T, Ohira C, Lee R, Goto M, et al. Different radia-
tion susceptibility among five strains of mice detected by a skin reaction. 
J Radiat Res. 2003;44:7–13.

 24. Huang SP, Huang CH, Shyu JF, Lee HS, Chen SG, Chan JY, et al. Promotion 
of wound healing using adipose-derived stem cells in radiation ulcer of a 
rat model. J Biomed Sci. 2013;20:51.

 25. Schwentker A, Evans SM, Partington M, Johnson BL, Koch CJ, Thom SR. 
A model of wound healing in chronically radiation-damaged rat skin. 
Cancer Lett. 1998;128:71–8.

 26. Ma L, Chen Y, Gong Q, Cheng Z, Ran C, Liu K, et al. Cold atmospheric 
plasma alleviates radiation-induced skin injury by suppressing inflamma-
tion and promoting repair. Free Radic Biol Med. 2023. https:// doi. org/ 10. 
1016/j. freer adbio med. 2023. 05. 002.

 27. Miyake T, Shimada M, Matsumoto Y, Okino A. DNA damage response 
after ionizing radiation exposure in skin keratinocytes derived from 
human-induced pluripotent stem cells. Int J Radiat Oncol Biol Phys. 
2019;105:193–205.

 28. Stone HB, Coleman CN, Anscher MS, McBride WH. Effects of radia-
tion on normal tissue: consequences and mechanisms. Lancet Oncol. 
2003;4:529–36.

 29. Burd CE, Sorrentino JA, Clark KS, Darr DB, Krishnamurthy J, Deal AM, et al. 
Monitoring tumorigenesis and senescence in vivo with a p16INK4a-
luciferase model. Cell. 2013;152:340–51.

 30. Grosse L, Wagner N, Emelyanov A, Molina C, Lacas-Gervais S, Wagner K-D, 
et al. Defined p16High senescent cell types are indispensable for mouse 
healthspan. Cell Metab. 2020;32:87-99.e6.

 31. Omori S, Wang T-W, Johmura Y, Kanai T, Nakano Y, Kido T, et al. Generation 
of a p16 reporter mouse and its use to characterize and target p16high 
cells in vivo. Cell Metab. 2020;32:814-828.e6.

 32. Young LV, Wakelin G, Cameron AWR, Springer SA, Ross JP, Wolters G, et al. 
Muscle injury induces a transient senescence-like state that is required 
for myofiber growth during muscle regeneration. FASEB J. 2022. https:// 
doi. org/ 10. 1096/ fj. 20220 0289RR.

 33. Ferreira-Gonzalez S, Man TY, Esser H, Aird R, Kilpatrick AM, Rodrigo-Torres 
D, et al. Senolytic treatment preserves biliary regenerative capacity lost 
through cellular senescence during cold storage. Sci Transl Med. 2022;14: 
eabj4375.

 34. Ferreira-Gonzalez S, Man TY, Esser H, Aird R, Kilpatrick AM, Rodrigo-Torres 
D, et al. Muscle injury induces a transient senescence-like state that is 
required for myofiber growth during muscle regeneration. Circulation. 
2022;36: e22587.

 35. Mylonas KJ, O’Sullivan ED, Humphries D, Baird DP, Docherty M-H, Neely 
SA, et al. Cellular senescence inhibits renal regeneration after injury in 
mice, with senolytic treatment promoting repair. Nat Commun. 2021;11: 
eabb0203.

 36. Cheng N, Kim K-H, Lau LF. Senescent hepatic stellate cells promote 
liver regeneration through IL-6 and ligands of CXCR2. Cell Rep. 
2017;23:775–81.

 37. Tu W, Tang S, Yan T, Feng Y, Mo W, Song B, et al. Integrative multi-omic 
analysis of radiation-induced skin injury reveals the alteration of fatty 
acid metabolism in early response of ionizing radiation. J Dermatol Sci. 
2022;108:178–86.

 38. Takasugi M, Yoshida Y, Hara E, Ohtani N. The role of cellular senescence 
and SASP in tumour microenvironment. FEBS J. 2023;290:1348–61.

 39. Chen W, Wang Y, Zheng J, Chen Y, Zhang C, Yang W, et al. Characteriza-
tion of cellular senescence in radiation ulcers and therapeutic effects of 
mesenchymal stem cell-derived conditioned medium. Burns Trauma. 
2023;11:tkad001.

https://doi.org/10.1016/j.tcb.2022.04.011
https://doi.org/10.1016/j.tcb.2022.04.011
https://www.gsea-msigdb.org/gsea/msigdb/cards/REACTOME_CELLULAR_SENESCENCE
https://www.gsea-msigdb.org/gsea/msigdb/cards/REACTOME_CELLULAR_SENESCENCE
https://doi.org/10.1016/j.freeradbiomed.2023.05.002
https://doi.org/10.1016/j.freeradbiomed.2023.05.002
https://doi.org/10.1096/fj.202200289RR
https://doi.org/10.1096/fj.202200289RR


Page 21 of 21Chen et al. Journal of Translational Medicine          (2024) 22:176  

 40. Griffin DR, Archang MM, Kuan C-H, Weaver WM, Weinstein JS, Feng AC, 
et al. Activating an adaptive immune response from a hydrogel scaffold 
imparts regenerative wound healing. Nat Mater. 2021;20:560–9.

 41. Pi L, Fang B, Meng X, Qian L. LncRNA XIST accelerates burn wound heal-
ing by promoting M2 macrophage polarization through targeting IL-33 
via miR-19b. Cell Death Discov. 2022;8:220.

 42. He D, Xu H, Zhang H, Tang R, Lan Y, Xing R, et al. Disruption of the 
IL-33-ST2-AKT signaling axis impairs neurodevelopment by inhibiting 
microglial metabolic adaptation and phagocytic function. Immunity. 
2022;55:159-173.e9.

 43. Faas M, Ipseiz N, Ackermann J, Culemann S, Grüneboom A, Schröder F, 
et al. IL-33-induced metabolic reprogramming controls the differentiation 
of alternatively activated macrophages and the resolution of inflamma-
tion. Immunity. 2021;54:2531-2546.e5.

 44. Wang Y, Tu W, Tang Y, Zhang S. Prevention and treatment for radiation-
induced skin injury during radiotherapy. Radiat Med Prot. 2020;1:60–8.

 45. Najafi M, Motevaseli E, Shirazi A, Geraily G, Rezaeyan A, Norouzi F, et al. 
Mechanisms of inflammatory responses to radiation and normal tissues 
toxicity: clinical implications. Int J Radiat Biol. 2018;94:335–56.

 46. Stewart FA, Akleyev AV, Hauer-Jensen M, Hendry JH, Kleiman NJ, MacVit-
tie TJ, et al. ICRP PUBLICATION 118: ICRP statement on tissue reactions 
and early and late effects of radiation in normal tissues and organs—
threshold doses for tissue reactions in a radiation protection context. Ann 
ICRP. 2012;41:1–322.

 47. Demaria M, Ohtani N, Youssef A, Rodier F, Toussaint W, Mitchell R, et al. 
An essential role for senescent cells in optimal wound healing through 
secretion of PDGF-AA. Dev Cell. 2014;31:722–33.

 48. Wilkinson HN, Clowes C, Banyard KL, Matteuci P, Mace KA, Hardman MJ. 
Elevated local senescence in diabetic wound healing is linked to patho-
logical repair via CXCR2. J Invest Dermatol. 2019;139:1171-1181.e6.

 49. Hall BM, Balan V, Gleiberman AS, Strom E, Krasnov P, Virtuoso LP, et al. 
Aging of mice is associated with p16(Ink4a)- and β-galactosidase-positive 
macrophage accumulation that can be induced in young mice by senes-
cent cells. Aging. 2016;8:1294–315.

 50. Lim DXE, Richards T, Kanapathy M, Sudhaharan T, Wright GD, Phillips ARJ, 
et al. Extracellular matrix and cellular senescence in venous leg ulcers. Sci 
Rep. 2021;11:20168.

 51. Maione AG, Brudno Y, Stojadinovic O, Park LK, Smith A, Tellechea A, et al. 
Three-dimensional human tissue models that incorporate diabetic foot 
ulcer-derived fibroblasts mimic in vivo features of chronic wounds. Tissue 
Eng Part C Methods. 2015;21:499–508.

 52. Berlanga-Acosta J, Schultz GS, López-Mola E, Guillen-Nieto G, García-
Siverio M, Herrera-Martínez L. Glucose toxic effects on granulation 
tissue productive cells: the diabetics’ impaired healing. Biomed Res Int. 
2013;2013: 256043.

 53. Jun J-I, Lau LF. The matricellular protein CCN1 induces fibroblast senes-
cence and restricts fibrosis in cutaneous wound healing. Nat Cell Biol. 
2010;12:676–85.

 54. Ritschka B, Storer M, Mas A, Heinzmann F, Ortells MC, Morton JP, et al. The 
senescence-associated secretory phenotype induces cellular plasticity 
and tissue regeneration. Genes Dev. 2017;31:172–83.

 55. Bitto A, Altavilla D, Pizzino G, Irrera N, Pallio G, Colonna MR, et al. Inhibition 
of inflammasome activation improves the impaired pattern of healing in 
genetically diabetic mice. Br J Pharmacol. 2014;171:2300–7.

 56. Wen Y, Emontzpohl C, Xu L, Atkins CL, Jeong J, Yang Y, et al. Interleukin-33 
facilitates liver regeneration through serotonin-involved gut-liver axis. 
Hepatology. 2022. https:// doi. org/ 10. 1002/ hep. 32744.

 57. Dwyer GK, D’Cruz LM, Turnquist HR. Emerging functions of IL-33 in 
homeostasis and immunity. Annu Rev Immunol. 2022;40:15–43.

 58. Huang Q, Li CD, Yang YR, Qin XF, Wang JJ, Zhang X, et al. Role of the IL-33/
ST2 axis in cigarette smoke-induced airways remodelling in chronic 
obstructive pulmonary disease. Thorax. 2021;76:750–62.

 59. Goldberg EL, Shchukina I, Youm Y-H, Ryu S, Tsusaka T, Young KC, et al. 
IL-33 causes thermogenic failure in aging by expanding dysfunctional 
adipose ILC2. Cell Metab. 2021;33:2277-2287.e5.

 60. He R, Yin H, Yuan B, Liu T, Luo L, Huang P, et al. IL-33 improves wound 
healing through enhanced M2 macrophage polarization in diabetic mice. 
Mol Immunol. 2017;90:42–9.

 61. Wang Z, Li W, Gou L, Zhou Y, Peng G, Zhang J, et al. Biodegradable and 
antioxidant DNA hydrogel as a cytokine delivery system for diabetic 
wound healing. Adv Healthc Mater. 2022;11:2200782.

 62. Yamagishi R, Kamachi F, Nakamura M, Yamazaki S, Kamiya T, Takasugi M, 
et al. Gasdermin D–mediated release of IL-33 from senescent hepatic 
stellate cells promotes obesity-associated hepatocellular carcinoma. Sci 
Immunol. 2022;7:eabl7209.

 63. Kita H. Gasdermin D pores for IL-33 release. Nat Immunol. 2022;23:989–91.

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

https://doi.org/10.1002/hep.32744

	Senescent fibroblast facilitates re-epithelization and collagen deposition in radiation-induced skin injury through IL-33-mediated macrophage polarization
	Abstract 
	Background 
	Results 
	Conclusions 

	Introduction
	Methods and materials
	Animals and treatments
	Histological analysis
	Tissue dissociation and flow cytometry analysis
	Fluorescence-activated cell sorting of senescent and non-senescent fibroblasts
	Primary cell isolation and culture
	EdU cell proliferation assay
	Transwell and scratch assays
	Quantitative RT‒PCR
	Western blot analysis
	scRNA-seq data analysis
	Bulk RNA-seq data analysis
	Statistical analysis

	Results
	The accumulation of senescent cells in RISI is accompanied by collagen deposition, epidermal proliferation, and angiogenesis
	Pharmacogenetic ablation of p16+ cells or senolytic treatment delays fibroblast activation and epidermal proliferation
	Fibroblasts are the central subpopulation of irradiated senescent cells that promote re-epithelialization and collagen deposition
	IL-33 is the key senescence-associated secretory phenotype secreted by senescent fibroblasts
	IL-33 facilitates the repair of RISI and alters the immune microenvironment
	The effect induced by IL-33 is upon the polarization state of macrophages

	Discussion
	Acknowledgements
	References


