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Autophagy of OTUD5 destabilizes GPX4 to
confer ferroptosis-dependent kidney injury

Li-Kai Chu1,6, Xu Cao1,6, Lin Wan1,6, Qiang Diao2,6, Yu Zhu1, Yu Kan1, Li-Li Ye1,
Yi-Ming Mao3, Xing-Qiang Dong1, Qian-Wei Xiong1, Ming-Cui Fu1, Ting Zhang1,
Hui-Ting Zhou1, Shi-Zhong Cai1, Zhou-Rui Ma1, Ssu-Wei Hsu4,5, Reen Wu5,
Ching-Hsien Chen 4,5,7 , Xiang-Ming Yan 1,7 & Jun Liu 1,7

Ferroptosis is an iron-dependent programmed cell death associated with
severe kidney diseases, linked to decreased glutathione peroxidase 4 (GPX4).
However, the spatial distribution of renal GPX4-mediated ferroptosis and the
molecular events causing GPX4 reduction during ischemia-reperfusion (I/R)
remain largely unknown. Using spatial transcriptomics, we identify that GPX4
is situated at the interface of the inner cortex and outermedulla, a hyperactive
ferroptosis site post-I/R injury. We further discover OTU deubiquitinase 5
(OTUD5) as a GPX4-binding protein that confers ferroptosis resistance by
stabilizing GPX4. During I/R, ferroptosis is induced by mTORC1-mediated
autophagy, causing OTUD5 degradation and subsequent GPX4 decay. Func-
tionally, OTUD5 deletion intensifies renal tubular cell ferroptosis and exacer-
bates acute kidney injury, while AAV-mediated OTUD5 delivery mitigates
ferroptosis and promotes renal function recovery from I/R injury. Overall, this
study highlights a new autophagy-dependent ferroptosis module: hypoxia/
ischemia-induced OTUD5 autophagy triggers GPX4 degradation, offering a
potential therapeutic avenue for I/R-related kidney diseases.

Acute kidney injury (AKI), a prevalent syndrome characterized by a
swift decline in renal function, has progressively emerged as a serious
global health problem, with ~13.3 million annual cases and 1.7 million
associated deaths1,2. AKI can arise from a variety of triggers, including
ischemia/reperfusion (I/R) injury, nephrotoxin exposure, and sepsis,
with I/R injury implicated in 11–30% of cases3. Despite the prominent
role of I/R injury in AKI pathogenesis, our current knowledge base of
the underlying pathophysiological processes remains incomplete,
thereby impeding the advancement of effective therapeutic strategies
forAKI. Notably, renal tubular cells, the fundamental structural units of
the kidney responsible for pivotal functions such as metabolic pro-
cessing and reabsorption within the body, are particularly susceptible

to a wide range of deleterious stimuli. This susceptibility leads to a
pronounced dysfunction of renal tubular cells, which in turn con-
tributes significantly to the observed pathology in I/R-associated AKI4.
Consequently, there is an urgent need to gain a comprehensive
understanding of the intricate mechanisms driving the initiation and
progression of AKI, with a specific focus on renal tubular cell
dysfunction.

The onset of ischemia and subsequent reperfusion have profound
adverse effects on renal tubular cells. A key consequence is the dis-
ruption of intracellular glutathione (GSH) metabolism, leading to
excessive accumulation of reactive oxygen species (ROS), closely
correlating with tubular cell apoptosis and ferroptosis5. Ferroptosis, a
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non-apoptotic form of programmed cell death, arises due to excessive
intracellular ROS accumulation, typically resulting from compromised
ROS-scavenging systems such as GSH biosynthesis and glutathione
peroxidase 4 (GPX4) homeostasis6. GPX4 serves as a key inhibitor of
ROS-mediated phospholipid peroxidation7, thus placing it central to
ferroptosis regulation andmarking it as a potential therapeutic target.
The association of renal tubular cell ferroptosis with AKI8,9 postulates
that ferroptosis inhibition couldbe a novel AKI treatment strategy. Yet,
the specific mechanisms maintaining GPX4 homeostasis in renal tub-
ular cells during ferroptosis largely remain undefined.

The maintenance of intracellular GPX4 homeostasis is stringently
regulated by the interplay between the ubiquitin–proteasome system
(UPS) and deubiquitinating enzymes (DUBs), major regulatory
mechanisms for protein homeostasis10. Such mechanisms have been
reported as crucial in regulating GPX4 homeostasis under various
conditions. For instance, the E3 ligase TRIM46 has been shown to
facilitate the ubiquitin-mediated proteasomal degradation of GPX4 in
endothelial cells11, while the E3 ligase MIB2 similarly regulates GPX4 in
neurons12. Additionally, the linear ubiquitin chain assembly complex
(LUBAC) stabilizes GPX4 in fibroblasts in response to I/R13. Thus,
identifying UPS/DUB proteins that target GPX4 for degradation or
stabilization presents a viable therapeutic opportunity for ferroptosis-
related diseases.

In this study, we explored the role of cell ferroptosis in I/R-asso-
ciated AKI. We revealed that ferroptosis occurs in renal tubular cells,
leading to a reduction in GPX4 via ubiquitin-proteasomal degradation
in response to I/R injury. We then identified ovarian tumor domain-
containing 5 (OTUD5) as a GPX4-interacting protein that promotes
resistance to ferroptosis during I/R by stabilizing GPX4 expression.
Additionally,wedemonstrated that I/RdownregulatesOTUD5 through
the activation of lysosomal degradation controlled by the mammalian
target of rapamycin complex 1 (mTORC1). Overall, our findings indi-
cate the therapeutic potential of an OTUD5-guided, ferroptosis-based
approach for the treatment of patients with I/R-associated AKI.

Results
Spatial resolution of GPX4-regulated tubular cell ferroptosis in
I/R-induced AKI
To elucidate the comprehensive molecular alterations in kidneys
exposed to ischemia-reperfusion (I/R),we generated amousemodel of
bilateral I/R-induced acute kidney injury (AKI) (Supplementary Fig. 1a,
b)14. Subsequently, we performed single-cell RNA sequencing (scRNA-
seq) on the mouse kidneys. Following quality control and batch effect
correction (Supplementary Fig. 1c), 10,971 and 10,398 cells from sham
and I/R-treated kidneys were designated for graph-based clustering
and UMAP-based dimensionality reduction, respectively (Fig. 1a). Cell
clusters were annotated by comparing their transcriptional profiles
with known cell-type-specificmarkers (Supplementary Fig. 1d). Among
the 10 identified cell populations, we observed a marked decrease in
proximal tubular cells and an upswing in innate immune cells,
including macrophages and neutrophils (Fig. 1a and b). Given the
pronounced alterations in the proximal tubular cell population, we
conducted agene set enrichment analysis (GSEA) on their differentially
expressed genes and noticed that signaling pathways associated with
ferroptosis were significantly enriched (Fig. 1c). Next, we executed
spatial transcriptomics on the kidney sections (Supplementary Fig. 1e).
Notably, kidney injury marker Lcn, along with core genes of inflam-
mation and NF-kB signaling, were augmented in I/R-treated kidneys
(Supplementary Fig. 1f–h), suggesting tubular cell injury. Consistent
with scRNA-seq data, a ferroptosis gene signature was upregulated in
the I/R group (Fig. 1d).

We next confirmed the presence of ferroptosis in AKI by finding
that I/R-treated kidneys exhibited tubular cell death accompanied by
lipid peroxidation, as indicated by TUNEL staining and elevated 4-HNE
levels (Fig. 1e, Supplementary Fig. 1i). Moreover, we observed

decreased expression of glutathione peroxidase 4 (GPX4), an enzyme
vital for neutralizing phospholipid hydroperoxides (PLOOHs) (Fig. 1f),
in protein levels (Fig. 1g). To delineate the cellular distribution of
GPX4-mediated tubular cell ferroptosis, we examined the spatial
expression pattern of Gpx4. Intriguingly, Gpx4 was predominantly
expressed in Cluster 1 of sham-treated kidney and Cluster 3 of I/R-
treated kidney (Supplementary Fig. 1j), situated at the interface of the
inner cortex and outstrip of the medulla. We observed a minor
decrease inGpx4mRNA expression in this region in I/R-treated kidneys
(Fig. 1h). To corroborate our findings ex vivo, we created a hypoxia/
reoxygenation (H/R) model using primary renal tubular cells derived
from the inner cortex of mouse kidneys15. H/R induction triggered a
decrease in GPX4 protein levels (Fig. 1g) and induced substantial
phospholipid peroxidation (Fig. 1i), as evidenced by Liperfluo
staining16. Furthermore, ferroptotic cell death was detected using the
fluorescent lipid peroxidation sensor BODIPY™ 581/591 C11 and cell
deathDye 7-AAD to identify cell ferroptosis (Fig. 1j). Inconsistencywith
protein reduction, the mRNA level of Gpx4 was not markedly
decreased upon I/R induction (Supplementary Fig. 1k and l). Alto-
gether, our findings suggest the significant role of post-transcriptional
mechanisms in the reduction of GPX4 following I/R induction, while
the contribution of transcriptional regulation appears to be relatively
limited.

OTUD5 interacts with GPX4 to stabilize it in response to H/R
Our subsequent investigation targeted the molecular events under-
pinning I/R-induced GPX4 reduction. Two common mechanisms for
protein post-transcriptional degradation are ubiquitin-dependent
proteasomal degradation and autophagy-dependent lysosomal
degradation17. We employed the proteasomal inhibitor MG132 and the
lysosome inhibitor chloroquine (CQ) to specifically block these
degradationpathways. Bothwere found to counteract the lossofGPX4
triggered by H/R, suggesting their involvement in modulating GPX4
homeostasis during H/R exposure (Fig. 2a). We next confirmed the
contribution of these pathways to GPX4 decay induced by H/R. Even
though GPX4 was not significantly elevated in the lysosome post-H/R
induction (Supplementary Fig. 2a), GPX4 ubiquitination levels showed
a notable increase with H/R treatment (Fig. 2b), suggesting a potential
primary role for the ubiquitin-dependent degradation pathway in
GPX4 reduction. The ubiquitin-proteasome system (UPS) and deubi-
quitinating enzymes (DUBs) are critical for cellular protein home-
ostasis, executing both post-transcriptional degradation and
stabilization18. They also play a crucial role in ferroptosis and kidney
disease pathology10,19. As expected, many UPS/DUBs were abnormally
expressed in I/R-exposedmouse kidneys, as revealed by transcriptome
sequencing analysis (Supplementary Fig. 2b). We further uncovered
any potential UPS/DUB proteins directly targeting GPX4 for degrada-
tion.Mass spectrometry (MS) of the purifiedGPX4 complex allowed us
to identify 267 proteins exclusively co-immunoprecipitating with
GPX4, including the deubiquitinating proteins OTUB1 andOTUD5, and
the E3 ubiquitin ligases TRIM21, UBR5, and XIAP (Fig. 2c).

Upon investigating the expression of the five identified UPS/DUB
proteins, we found that levels of OTUD5, OTUB1, and UBR5 were
reduced, while levels of TRIM21 and XIAP remained relatively stable
following H/R induction (Supplementary Fig. 2c). This suggested that
OTUD5 and OTUB1 are potentially responsible for GPX4 stabilization.
To verify this, we performed siRNA experiments targeting OTUB1 and
OTUD5. We found that upon H/R induction, GPX4 expression drasti-
cally reduced with OTUD5 knockdown, an effect not observed in
siOTUB1-infected cells (Fig. 2d), implying that OTUD5 could be the
deubiquitinating protein responsible for GPX4 stabilization. Spatial
resolution revealed the localization of OTUD5 and GPX4 at the mRNA
level (Supplementary Fig. 2d). Subsequent reciprocal immunopreci-
pitation experiments confirmed endogenous interaction between
GPX4 and OTUD5, with their interaction being reduced upon H/R
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induction (Fig. 2e). Furthermore, immunofluorescence analysis con-
firmed the endogenous colocalization of OTUD5 and GPX4 in the
cytosol. Notably, both the expression levels and colocalization of these
proteins were reduced following H/R induction. (Fig. 2f).

We hypothesized that OTUD5 could stabilize GPX4 through its
deubiquitinating activity, and that H/R-induced GPX4 reduction
results from a deficiency in OTUD5 function. Our siRNA experiments

confirmed this, revealing stable GPX4 expression in OTUD5-deficient
cells under physiological conditions. However, the expression levels of
GPX4 and OTUD5 were significantly reduced in cells harboring WT
OTUD5, and the loss of GPX4 was markedly increased, along with
aggravated ubiquitination, in OTUD5-deficient cells upon H/R stimu-
lation (Fig. 2g). To verify the gain-of-function, we depleted endogen-
ous OTUD5 and subsequently transfected a His-tagged plasmid
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containing WT OTUD5 into OTUD5-depleted cells. We observed that
overexpression of OTUD5 did not impact GPX4 expression under
physiological conditions but notably prevented H/R-induced protea-
somal degradation, thereby promoting GPX4 abundance (Fig. 2h). The
enzymatic activity of OTUD5 is crucial for its deubiquitinating
function20,21. To confirm this enzymatic activity for GPX4 stabilization,
we co-transfected GPX4 with either wild-type (WT) OTUD5 or an
enzymatically inactive variant of OTUD5 harboring the C224S muta-
tion (C224S) into cells. We found that, unlike WT OTUD5, the mutant
OTUD5 (C224S) was unable to stabilize GPX4 (Fig. 2i). We then asked if
OTUD5 could prevent GPX4 degradation. We treated cells with
cycloheximide (CHX) to block protein synthesis and observed that the
GPX4 degradation timeline significantly shortened in OTUD5-depleted
cells under H/R induction (Fig. 2j). These results support the notion
that OTUD5 can stabilize GPX4 in renal tubular cells under H/R
stimulation.

Otud5 deletion renders kidneys susceptible to I/R injury
To explore the effect of OTUD5 loss-of-function on GPX4-mediated
renal tubular cell ferroptosis and renal function upon I/R induction
in vivo, we engineered renal tubular epithelial cell-specific Otud5
knockout mice (Fig. 3a). This was accomplished by crossing Pax8-Cre
and Otud5-flox mice, leading to specific Otud5 knockout in renal tub-
ular epithelial cells (Supplementary Fig. 3a and b). These Pax8Cre/
Otud5fl/fl mice presented no obvious kidney dysfunction physiologi-
cally, and their renal Gpx4 mRNA expression remained analogous to
wild-type Otud5fl/fl mice (Supplementary Fig. 3c). However, post-I/R
induction, Pax8Cre/Otud5fl/fl mice exhibited an amplified reduction of
renal GPX4 (Fig. 3b, Supplementary Fig. 3b), accompanied by amarked
upregulation of 4-HNE and increased cell death. These mice also dis-
played severe kidney injury, as indicated by heightened tubular
damage and a notable presence of cellular debris in the tubular
lumen (Fig. 3b).

Infiltration of macrophages, immune cells known to mediate the
inflammatory response and subsequent resolution post I/R injury22,
was also markedly increased in Pax8Cre/Otud5fl/fl mice, as shown by
immunofluorescence assay (Fig. 3b). Additionally, these mice dis-
played exacerbated renal dysfunction, with elevated SCr and BUN
levels compared to WT mice (Fig. 3c and d). Consistently, renal Lcn2
and Havcr1 mRNA levels were higher in Pax8Cre/Otud5fl/fl kidneys rela-
tive to WT Otud5fl/fl mice (Fig. 3e and f). Furthermore, the Pax8Cre/
Otud5fl/fl kidneys displayed a higher expression of pro-inflammatory
genes, specifically Il6, and Tnf, than theirWT counterparts (Fig. 3g and
h). Collectively, these data underscore the critical role of OTUD5 in
regulating renal tubular cell ferroptosis and kidney function during I/R
injury.

OTUD5 shields renal tubular cells from ferroptosis following H/
R injury
To discern whether OTUD5 could mitigate GPX4-mediated cell fer-
roptosis and enhance cell survival, we knocked down OTUD5 in HK2

cells using siRNA. By utilizing the fluorescent lipid peroxidation sensor
BODIPY™ 581/591 C11 and cell death Dye 7-AAD to detect cell
ferroptosis16, wediscovered that individual depletionofOTUD5did not
instigate cell ferroptosis, but rather sensitized cells to ferroptosis upon
H/R exposure (Fig. 4a). Intriguingly, introduction of WT OTUD5, as
opposed to catalytically inactive C224S OTUD5, diminished H/R-
induced cell ferroptosis (Fig. 4b), indicating aprotective roleofOTUD5
against renal tubular cell ferroptosis upon H/R. Supporting this
assertion, cell viability assays revealed that OTUD5 depletion led to
reduced cell viability and slower recovery from H/R (Fig. 4c), whereas
the introduction of WT OTUD5, instead of C224S OTUD5, increased
cellular resistance to H/R-induced ferroptosis (Fig. 4d). To verify these
findings, we isolated PRTCs from the kidneys of Pax8Cre/Otud5fl/fl and
their littermateWTOtud5f/f mice and subjected them toH/R induction.
Liperfluo staining for lipid peroxide revealed that PRTCs from Pax8Cre/
Otud5fl/fl mice weremore susceptible to H/R-induced peroxidation and
ferroptosis compared to those from WT mice (Fig. 4e).

We further investigated whether OTUD5 protected renal tubular
cells from H/R-induced ferroptosis by stabilizing GPX4. The use of the
GPX4 inhibitor RSL3 triggered physiological cell ferroptosis and
eliminated the protective effects of OTUD5 under H/R conditions
(Fig. 4f), thus confirming the essential nature of the OTUD5/GPX4 axis
in mediating renal tubular cell ferroptosis. Additionally, we assessed
whether the protective impact of OTUD5 against ferroptosis was
unique to H/R. We discovered that altering OTUD5 levels through
overexpression or knockdown did not significantly affect ferroptosis
triggered by erastin or RSL3 (Supplementary Fig. 4a–d), indicating that
the influence of OTUD5 is indeed specific toH/R conditions. Given that
GPX4 modulates cell ferroptosis by altering GSH metabolism23, we
tested whether OTUD5 also reprogrammed GSH metabolism. We
observed that both the total intracellular GSH level and GSH/GSSG
ratio (an indicator of intracellular antioxidative ability) declined fol-
lowing H/R and this decline was more pronounced in cells lacking
OTUD5 (Fig. 4g). Conversely, OTUD5 overexpression mitigated the
antioxidant disability observed upon H/R induction (Fig. 4h). These
findings suggest that OTUD5, through GPX4 stabilization, protects
renal tubular cells from I/R-induced ferroptosis.

Hypoxia triggers autophagic degradation of OTUD5
Given the above observations, we sought to investigate the reason
behind the reduction of OTUD5 following H/R induction. We initially
defined the spatial expression pattern of Otud5, noting its consistent
presence across thewhole renal parenchyma, except for a reduction in
Cluster 4 of the sham kidney, identified as the renal pelvis (Supple-
mentary Fig. 5a). And, qPT-PCR analysis confirmed no significant
changes were observed in Otud5 expression after H/R treatment
(Supplementary Fig. 5b), hinting at non-transcriptional mechanisms
contributing to OTUD5 reduction. To elucidate the underlying
mechanisms, we conducted RNA sequencing (RNA-seq) on H/R-trea-
ted PRTCs. KEGG analysis indicated that H/R activated autophagy and
several well-known signaling pathways, including the hypoxia-related

Fig. 1 | Spatial resolution of GPX4-mediated tubular cell ferroptosis in I/R-
induced AKI. Wild-type C57BL/6J mice were subjected to bilateral ischemia/
reperfusion (I/R) injury surgery, or a shamoperation, and were sacrificed 48h after
the surgery. Injured and normal sham kidneys were harvested for experiments,
including single-cell-RNA-sequencing and spatial transcriptomics. a UMAP projec-
tion of 10,971 cells from the sham kidney, and 10,398 cells from the injured kidney;
cell identity was annotated based on cell type-specific markers (see the “Methods”
section).bA bar plot shows the percentage of each cell type out of the total cells in
each group. PT proximal tubular, LOH Loop of Henle, CDPC collecting duct prin-
cipal cell, MACmacrophage, CDIC collecting duct intercalated cell, EC endothelial
cell. c A dot plot shows the ferroptosis-associated signaling pathways among the
enriched signaling pathways, using GSEA analysis based on the scRNA-seq data of
PT cells from I/R-treated and sham kidneys. d Spatial feature plots and violin plots

of the ferroptosis signature score in ST spots. e IHC staining and quantification of
4-HNE expression on kidney sections from sham or I/R-treated mice (n = 5); scale
bars, 50μm, a.u.: arbitrary units. f Schematic of GPX4-mediated lipid peroxidation
and cell ferroptosis. g Immunoblot and quantification of GPX4 in mouse kidneys
(n = 3 per group), primary renal tubular cells (PRTCs), and HK2 cells. h Spatial
feature plots and violin plots of Gpx4 in ST spots from sham or I/R-treated mouse
kidneys. i Representative images and quantification of cell membrane lipid per-
oxidation stained by the liperfluo probe (n = 5 independent experiments), scale
bars, 50μm. j Ferroptosis was measured using the fluorescent lipid peroxidation
sensor BODIPY™ 581/591 C11 and cell death Dye 7-AAD in HK2 cells treated with or
without Fer-1 following H/R induction (n = 5 independent experiments). Data are
presented as mean± s.e.m.; statistical significance was determined using an
unpaired two-tailed Student’s t-test.
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HIF-1 signaling, mTOR activity24, and PI3K/AKT25 and MAPK26 linked to
autophagy regulation (Fig. 5a). GSEA analysis of scRNA-seq data also
revealed enrichment of cellular response to hypoxia and autophagy
pathways in PT cells of I/R-treated kidneys (Fig. 5b). Likewise, the
spatial transcriptomic analysis demonstrated an increased expression
of autophagy gene signature in injured kidneys compared to sham
ones (Fig. 5c). Notably, we observed a parallelism between enhanced

autophagy signature expression and decreased Otud5 expression fol-
lowing I/R injury (Fig. 5d).

Autophagy, a lysosome-dependent protein degradation mechan-
ism crucial for cellular homeostasis27, emerged as a potential mediator
of OTUD5 reduction followingH/R. Initial evidence showed substantial
autophagy activationunderH/R conditions (Fig. 5e and f). Importantly,
the use of the lysosome inhibitor chloroquine (CQ) effectively
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counteractedH/R-inducedOTUD5 reduction and contributed to GPX4
abundance (Fig. 5g). Of the three main autophagy pathways, macro-
autophagy, endosomal microautophagy, and chaperone-mediated
autophagy (CMA)28, only inhibition of macroautophagy via the inhi-
bitor 3-methyladenine (3-MA) rescued OTUD5 and GPX4 expression
(Fig. 5g). Using siRNAs targeting HSC70 and VPS4AB, respectively,
neither the inhibition of CMAnor endosomalmicroautophagy showed
any effects on OTUD5 and GPX4 expression (Supplementary Fig. 5c
and d). Further validating these findings, we revealed that genetic
knockdown of autophagy regulator ATG5 prevented H/R-induced
OTUD5 and GPX4 loss (Fig. 5h). Immunofluorescence analysis high-
lighted theH/R-induced enhancement of autophagy-executing protein
LC3 expression and its colocalization with OTUD5 (Fig. 5i). An immu-
noprecipitation assay showed an increased interaction between LC3
and OTUD5 under H/R conditions (Fig. 5j).

We subsequently examined whether autophagy could bypass
OTUD5 to degrade GPX4 directly. Surprisingly, we observed that H/R
did not augment the lysosomal level of GPX4 (Supplementary Fig. 2a),
and 3-MA failed to rescue H/R-induced GPX4 reduction in OTUD5-
depleted cells (Supplementary Fig. 5e). This indicates that OTUD5
plays an essential role in stabilizing GPX4. Considering other potential
post-transcriptional mechanisms, we investigated the ubiquitin ligase
UBR5, which has been reported to mediate OTUD5 abundance post-
transcriptionally29. Our prior data also demonstrated potential inter-
action between UBR5 and OTUD5, as both were part of the GPX4
complex (Fig. 2c). However, UBR5 knockdown failed to rescue H/R-
induced OTUD5 reduction (Supplementary Fig. 5f), ruling out the
potential role of ubiquitin degradation in the reduction of OTUD5 in
response to H/R. Taken together, our results strongly suggest that H/R
induces the autophagic degradation of OTUD5.

H/R diminishes OTUD5 by suppressing mTORC1 signaling
Autophagy, which is activated when mTOR signaling is inhibited,
allows cells to survive under stress24. We aimed to investigate whether
mTORC1 activity regulates autophagic degradation of OTUD5 induced
by H/R and whether it protects cells from GPX4-mediated ferroptosis.
Through the lens of spatial transcriptomics applied to injured renal
tissues, we found an enhanced expression of the mTOR activity sig-
nature (Fig. 6a), in line with our RNA-seq data (Fig. 5a). We also
observed that H/R induced a time-dependent activation of mTORC1
activity (Fig. 6b). Instead of the mTORC1 inhibitor rapamycin, the
mTORC1 activatorMHY1485 significantly restored the levels of OTUD5
and GPX4 reduced by H/R (Fig. 6c), suggesting that mTORC1 plays a
beneficial role in maintaining OTUD5 homeostasis. During ischemia,
renal mTORC1 activity is known to be repressed, a response that is
reversed during the reperfusion stage30. We analyzed mTOR activity
during the hypoxic phase (oxygen deprivation) to investigate whether
hypoxia suppresses mTORC1 activity. We utilized HK2 cells, which
possess a higher endogenous mTOR activity compared to primary
renal tubular cells (Supplementary Fig. 6a). Our findings indicated that
hypoxia inhibited mTORC1 activity as well as the protein levels of
OTUD5 and GPX4 (Fig. 6d), suggesting that H/R-induced OTUD5

reduction occurs at the early stage of hypoxia.Hypoxia-inducedmTOR
inhibition is dependent on the negative regulator TSC131. Consistent
with this, we found that the knockdown of TSC1 substantially pro-
tected OTUD5 and GPX4 from hypoxia-induced loss (Fig. 6e). Further,
we explored the functional role of mTORC1 signaling in GPX4-
mediated renal tubular cell ferroptosis. Our data showed that
MHY1485 significantly mitigated cellular oxidation status (Supple-
mentary Fig. 6b and c), autophagy (Fig. 6f), and cell ferroptosis
(Fig. 6g) in response to hypoxia. Overall, these findings suggest that
mTORC1 regulates GPX4 homeostasis via OTUD5 autophagy, which
plays a vital role in enabling renal tubular cells to resist I/R-induced
ferroptosis.

AAV-mediatedOTUD5 therapy protects renal function against I/
R injury
Given our findings, we proceeded to investigate whether OTUD5 could
serve as a potential therapeutic target for I/R-associated AKI. We
employed an intravenous injection strategy of mouseOtud5-packaged
AAV to create a mouse strain that consistently expresses OTUD5
(Fig. 7a). Mice receiving AAV-delivered Otud5, henceforth referred to
as OTUD5+ mice, successfully demonstrated ectopic expression of
OTUD5 (Supplementary Fig. 7b). TheseOTUD5+ mice displayed overall
normality with similar GPX4 levels at both mRNA and protein levels
when compared to their littermate WT counterparts (Supplementary
Fig. 7b). When subjected to I/R injury, the kidneys of OTUD5+ mice
showed a minor upregulation of mTORC1 activity and a decrease in
autophagy compared to WTmice (Supplementary Fig. 7c), suggesting
the existence of a potential feedback suppression mechanism.
Importantly, the widespread degradation of GPX4 was noticeably less,
and GPX4 levels were higher in OTUD5+ mice compared to WT mice
(Supplementary Fig. 7c). In terms of functionality, the kidneys of
OTUD5+ mice presented with lower levels of BUN, SCr, and lipid per-
oxidation (as indicated by 4-HNE expression), as well as reduced cell
death and immune infiltration (Fig. 7b–d). Specifically, the injured
kidneys of OTUD5+ mice exhibited reduced levels of kidney injury
biomarkers such as Lcn, Havcr1, and macrophage infiltration
(Fig. 7e–g) as well as pro-inflammatory genes Il6, and Tnf compared to
WTmice (Fig. 7h, i). Taken as a whole, our findings highlight the role of
OTUD5 in preserving renal functionality during I/R injury.

Discussion
Kidney exposure to I/R triggers a series of detrimental events including
apoptosis, ferroptosis, and necroptosis within renal tubular cells.
These events can transition into AKI and may further progress to
irreversible chronic kidney diseases (CKD) and kidney fibrosis32. Given
that ferroptosis is a key molecular event contributing to AKI, its inhi-
bition emerges as a promising strategy for AKI treatment. Our current
study elucidates the spatial distribution and regulatorymechanisms of
GPX4-mediated tubular cell ferroptosis in the context of I/R-induced
AKI. We show that I/R instigates ferroptosis in renal tubular cells by
suppressing the protein level of GPX4 through post-transcriptional
modifications and identify the deubiquitinase protein OTUD5 as a

Fig. 2 | OTUD5 is a GPX4-interacting protein for stabilization in response to I/R.
a PRTCs were induced by H/R in the presence or absence of the proteasome inhi-
bitor MG132, or the lysosome inhibitor chloroquine (CQ) for 3 h. Cells were col-
lected, and theprotein levelswereanalyzedby immunoblotting.b Immunoblot and
quantification analysis ofGPX4’s ubiquitination in PRTCsuponH/R induction. cThe
protein lysate of HK2 cells was combinedwith an anti-humanGPX4 antibody or the
isotype IgG for immunoprecipitation. The number of GPX4 interacting proteins in
the protein complex was identified using LC–MS/MS. d Immunoblot and quantifi-
cation analysis of GPX4 expression in HK2 cells infected with siOTUB1 or siOTUD5,
respectively. e HK2 cells were treated with H/R for 3 h, and the cell lysates were
mixed with an anti-human GPX4 or anti-human OTUD5 antibody for immunopre-
cipitation. The immunoprecipitated protein complex was collected, and protein

levels were detected by immunoblotting. f Representative fluorescence images of
GPX4 and OTUD5 expression in cells treated with or without H/R for 3 h. Scale
bar = 50 or 10μm. g Immunoblotting and quantification of GPX4 and OTUD5
expression, and GPX4’s ubiquitination in siOTUD5-infected HK2 cells treated with
or without H/R for 3 h. h Immunoblotting and quantification of GPX4, OTUD5, and
GPX4’s ubiquitination inHis-taggedOTUD5plasmid-infectedHK2 cells treatedwith
or without H/R for 3 h. i Immunoblotting and quantification of GPX4 and OTUD5
expression inHK2 cells infectedwithWTOTUD5or C224SOTUD5 and subjected to
H/R for 3 h. j Immunoblotting and quantification of GPX4 andOTUD5 expression in
siOTUD5-infected HK2 cells, which were pretreated with Cycloheximide (CHX) for
1, 2, or 4 h and subjected to H/R for 3 h.
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Fig. 3 | Deletion of Otud5 renders kidneys vulnerable to I/R. a The schematic
shows the crossing of Pax8-Cre mice and Otud5-floxed mice to generate renal
tubular cell conditional Otud5 knockout (Pax8CreOtud5fl/fl) mice. b 4–6-week-old
Pax8CreOtud5fl/fl mice and their WT littermates (n = 5) were subjected to kidney I/R
surgery. After 48 h, kidneys were collected and subjected to H&E, IHC staining,
immunofluorescence analysis, TUNEL staining and quantification for kidney injury
score evaluation, GPX4 and 4-HNE expression, F4/80 expression, and cell death,

respectively; Scale bars, 50μm. The asterisk indicates the injured tubular area. a.u.:
arbitrary units. c–h Bar plots show the BUN (c), SCr levels (d), and mRNA level of
kidney injury markers Lcn (e) and Havcr1 (f) Il6 (g), and Tnf (h) of Pax8CreOtud5fl/fl

mice and their WT littermates in response to I/R. All values are presented as
mean ± s.e.m., n = 5; p values were calculated by unpaired two-tailed Student’s
t-test.
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protective partner of GPX4, shielding this protein from ubiquitin
proteasomal degradation. We reveal that OTUD5 confers resistance to
ferroptosis in response to I/R in renal tubular cells in vitro and miti-
gates the severity of AKI in vivo. From a mechanistic perspective, our
study provides evidence that the ubiquitin-mediated degradation of
GPX4 induced by I/R is due to the compromised ability of OTUD5 to
deubiquitinate GPX4, a process compromised by hypoxia induction.

Furthermore, our research unravels the mechanism regulating the
reduction of OTUD5. Specifically, hypoxia inhibits mTOR activity,
thereby activating the autophagy lysosomal pathway, which subse-
quently targetsOTUD5 for degradation.Our investigation provides the
first evidence of a mTORC1/OTUD5/GPX4 regulatory axis in renal
tubular cells under I/R conditions. This regulatory axis presents a
promising target for therapeutic intervention in I/R-associated AKI.
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The findings from our scRNA-seq and spatial transcriptomics
delineate a novel facet of AKI pathophysiology, characterized by the
infiltration of pro-inflammatory immune cells alongside the loss of
renal tubular cells. Notably, we observed that immune cells, especially
macrophages, were overrepresented in the scRNA-seq data compared
to histological changes. This discrepancy is likely due to the selective
process during the suspension preparation phase, which aims to
obtain the necessary cell numbers and viability for sequencing by
excluding dead renal tubular cells. Furthermore, there was a marked
enrichment of ferroptosis-regulating pathways that became pro-
nounced upon I/R insult. This provides compelling evidence for the
understanding that ferroptosis, an iron-dependent cell death module,
is a major player in AKI pathogenesis. Our data are consistent with
previous reports that have alluded to the involvement of ferroptosis in
AKI33,34, yet extend them by uncovering the spatial distribution of key
enzyme GPX4, which is integral to the regulation of this cell death
process. We found that Gpx4, key in the orchestration of ferroptotic
processes, is predominantly expressed in a region highly susceptible
to I/R injury, i.e., the interface of the inner cortex and themedulla. This
spatial resolution adds a new dimension to our comprehension of the
heterogeneity of renal susceptibility to I/R injury. While our observa-
tion of a decrease in GPX4 expression upon I/R insult aligns with the
known role of GPX4 in preventing ferroptosis35, it provides novel
insights into its spatial distribution, thereby enriching the current
knowledge base on the tissue-level regulation of ferroptosis in AKI.

Our investigation illuminates key insights into the molecular
mechanisms underlying I/R-induced GPX4 reduction, contributing
significantly to the broader knowledge base of GPX4 regulation and its
role in AKI. We observed that the ubiquitin-dependent proteasomal
degradation pathway, mediated by the deubiquitinating enzyme
OTUD5, plays a central role in the stability of GPX4, contrasting with
previous studies that suggested an almost exclusive role of lysosomal
degradation in post-transcriptional regulation of GPX436. This dis-
crepancy highlights the complexity of the post-transcriptional reg-
ulation of GPX4 and emphasizes the need for further studies. In
agreement with prior research underscoring the role of the ubiquitin-
proteasome system (UPS) in protein homeostasis19, our work further
extends this knowledge by identifying OTUD5 as a specific deubiqui-
tinating enzyme involved in GPX4 regulation. The identification of
OTUD5 as a critical stabilizer of GPX4 presents an intriguing link
between UPS and ferroptosis, areas that have traditionally been stu-
died separately. Our work thereby sets the stage for further examina-
tion ofOTUD5and theUPS in regulatingGPX4,with direct implications
for understanding cell ferroptosis and AKI. Extension of our findings
could potentially elucidate novel therapeutic strategies for AKI. Spe-
cifically, the role of OTUD5 in stabilizing GPX4 suggests that ther-
apeutic modulation of its activity might be a feasible strategy for
controlling GPX4 levels, thus manipulating the course of ferroptosis
and ultimately, the progression of AKI.

Through a series of experiments, we demonstrate that OTUD5
plays a protective role against ferroptosis and contributes to cell sur-
vival. The protective role of OTUD5 is largely linked to its stabilizing
effect on GPX4. Furthermore, the severe kidney injury, marked

increase in inflammation, and heightened renal dysfunction exhibited
by OTUD5-deleted mice confirm the critical role of OTUD5 in miti-
gating the damaging effects of I/R injury. This discovery offers a new
perspective on the potential function of OTUD5 in modulating
inflammation during AKI. As our results demonstrate that H/R condi-
tions cause the autophagic degradation of OTUD5, it opens up the
possibility for future research to explore strategies aimed at stabilizing
OTUD5 topreserveGPX4 andprevent ferroptosis.Moreover,we found
that H/R conditions diminish OTUD5 by suppressing
mTORC1 signaling, which creates an intriguing connection between
mTORC1 activity and the regulation of ferroptosis. This relationship
provides a novel potential research path: the manipulation of
mTORC1 signaling as a means to prevent the autophagic degradation
of OTUD5. Such investigations could significantly enhance our com-
prehensionof the underlyingmechanisms of cell ferroptosis-regulated
AKI and could potentially lead to new therapeutic interventions.

Given that OTUD5 destabilization results in GPX4 decay after I/R
induction, themolecularmechanisms that control OTUD5 reduction in
these conditions have come into focus. OTUD5 is known to be regu-
lated post-transcriptionally by UBR529, and also through phosphor-
ylationmediated bymTORC1 signaling37. ThemTOR signaling pathway
is key to maintaining renal tubular homeostasis. Yet, its dysregulation
can lead to renal cell death and a variety of kidney diseases, including
AKI38. Interestingly, rapamycin, an inhibitor of mTORC1, has been
observed to impair tubular cell regeneration and delay renal function
recovery following AKI39. Conversely, it has also been shown to miti-
gate I/R injury40. This illustrates the paradoxical role ofmTOR signaling
in renal injury, underscoring the need for further elucidation. Our
study presents an unexpected and previously unknown mechanism
responsible for OTUD5 degradation. We found that the autophagic
lysosomal pathway, activated by mTORC1 inhibition under hypoxic
conditions, plays a critical role. Prior research has demonstrated that
OTUD5modulatesmTORC1 activity by destabilizing its inhibitory core
proteins41. However, in our current investigation, we did not observe
this reciprocal regulation of OTUD5 on mTORC1 activity in renal tub-
ular cells during I/R injury.

Therapeutic strategies targeting mTOR signaling for AKI have
been proposed, yielding conflicting outcomes due to the complexity
of mTOR’s role in renal injury39,40. Our findings may shed light on this
issue. We discovered that hypoxia suppresses mTOR activity, thereby
activating mTOR-mediated lysosomal degradation of OTUD5. This
results in a diminished expression ofOTUD5, a situation that cannot be
rectified during the reperfusion stage. Future research will explore the
potential benefits of combined targeting of mTOR and OTUD5 for AKI
treatment. On the whole, our study compellingly highlights the critical
role of the mTOR/OTUD5/GPX4 signaling pathway in regulating renal
tubular cell ferroptosis during I/R. These findings further suggest that
targeting this pathway could be an effective approach to treating
ferroptosis-associated diseases such as AKI.

The process of I/R involves an initial stage of ischemia and hypoxia,
which then transitions into a reperfusion phase involving the restoration
of blood flow. The most significant and detrimental damage from I/R is
primarily inflicted during the reperfusion stage, with wide-ranging

Fig. 4 | OTUD5 protects renal tubular cells from ferroptosis in response to H/R
injury. a Ferroptosis was measured using fluorescent lipid peroxidation sensor
BODIPY™ 581/591 C11 and cell death Dye 7AAD in siControl or siOTUD5-transfected
cells 3 h after H/R induction (n = 5 independent experiments). b Ferroptosis was
measured in empty vector (EV), WT OTUD5, or enzymatically inactive OTUD5
(C224S) plasmid-transfected HK2 cells after H/R induction (n = 5 independent
experiments). c Cell viability was measured in siControl or siOTUD5-transfected
cells at 24, 48, and 72 h after ex vivo I/R induction (n = 5 independent experiments).
d Cell viability was measured in EV, WT OTUD5, or OTUD5-C224S-transfected cells
after H/R induction (n = 5 independent experiments). e Representative images and
quantification of PRTCs ferroptosis fromWT and Pax8CreOtud5fl/fl mouse stained by

liperfluo; white arrowheads represent the broken nucleus in ferroptotic cells (n = 5
independent experiments), scale bars: 50μm. The arrowhead indicates the broken
nucleus. f Cell ferroptosis was measured in WT OTUD5-transfected cells, either in
the presence or absence of various doses of the GPX4 inhibitor RSL3, under H/R
induction (n = 5 independent experiments). g GSH/GSSG ratio and intracellular
GSH level were measured in siControl or siOTUD5-transfected cells after H/R
induction (n = 3 independent experiments). h GSH/GSSG ratio and intracellular
GSH level weremeasured in EVorWTOTUD5plasmid-transfected cells after ex vivo
I/R induction (n = 3 independent experiments). Data are presented as mean ±
s.e.m.; all statistical significance betweengroups as indicatedwas determined using
an unpaired two-tailed Student’s t-test.
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effects includingmetabolic reprogramming, DNAdamage, upregulation
of pro-inflammatory genes, and mitochondrial dysfunction5. Mitochon-
drial dysfunction, in particular, can lead to an overload of intracellular
ROS and cellular lipid peroxidation. The latter is recognized as a key
driver of cellular ferroptosis, a form of regulated cell death6,7. In keeping
with these insights, our research confirmed that exposure to I/R ampli-
fied lipid peroxidation and diminished the expression of GPX4, a pivotal

enzyme in limiting oxidative damage. In addition, our findings revealed
the involvement of ferroptosis in modulating the progression of AKI.
This was evidenced by the significant reduction in I/R-induced elevated
levels of AKI markers, such as Scr, BUN, and kidney injury molecule
(KIM), following the administration of the ferroptosis inhibitor, Fer-142.
These results significantly contribute to the field of ferroptosis in AKI
and suggest potential therapeutic strategies.

c
−log10(pvalue)

a

f
3-MA:

CQ:

H/R: H/R:

H/R

siATG5: IgG

IB:LC3

Ctrl H/R

Input

IP:OTUD5

LC3 I

OTUD5

LC3 II
LC3 I

LC3 II

OTUD5

h j

i

ATG5

OTUD5

GPX4

β-actin

β-actin

LC3-I
LC3-II

OTUD5

GPX4

β-actin

g

Ctrl

DAPI LC3 OTUD5 Merge

Ras signaling
mTOR signaling

Toll-like receptor signaling
Rap1 signaling

JAK-STAT signaling
MAPK signaling
HIF-1 signaling

Autophagy
PI3K-Akt signaling

0 10 20 30
Counts

4 8 12 16

Beclin

LC3-I
LC3-II

ATG5

β-actin

H/R:

Ctrl H/R

C
ol

oc
ol

iz
ed

 d
ot

s/
ce

ll

3 6 kDa kDa kDa

 (hrs)

1.00 2.84 0.85 0.89 1.00

1.00 2.17

1.00 0.78

1.00 2.38

1.00 0.45 0.75

1.00 0.41 0.581.00 22.1 34.5

1.00 6.32 9.71

1.00 4.72 5.94

1.00 0.69 0.91 1.02

1.00 0.46 0.73 0.84

Sham I/R

Sham I/R

0.0 1.5 0.0 2.0

b d

Enlarge

0

10

20

30

40

60

55

55

14
16

14
16

42 42 42

75 75

22

kDa

14
16

14
16

42

75

75

22

2.34 0.87

O
tu

d5
C

ol
oc

al
iz

at
io

n

Autophagy signature Autophagy signature

A
ut

op
ha

gy

Sham I/R
0.0

0.5

1.0

1.5

2.0

Si
gn

at
ur

e 
sc

or
e

0.0

0.2

0.4

−2.5
0.0
2.5
5.0

1000 2000

0.0

0.2

0.4

En
ric

hm
en

t S
co

re

−2.5
0.0
2.5
5.0

1000 2000
Rank in Ordered DatasetRank in Ordered Dataset

R
an

ke
d 

Li
st

 M
et

ric

En
ric

hm
en

t S
co

re
R

an
ke

d 
Li

st
 M

et
ric

Reactome: Selective_autophagyRectome: Cellular response to hypoxia
FDR=0.019FDR=0.001

e H/RCtrl

H/RCtrl

Au
to

ph
ag

os
om

e/
ce

ll

0

2

4

6

8

10

UMAP_1
U

M
AP

_2

p < 0.0001

p < 0.0001

Article https://doi.org/10.1038/s41467-023-44228-5

Nature Communications |         (2023) 14:8393 10



Previous studies have demonstrated that targeting ferroptosis-
regulating genes, such as GPX4, ACSL4, and FSP1 protected renal
function against I/R injury33,43. However, the efficacy of such strategies
is often limited, as the mechanisms regulating ferroptosis are intricate
and not fully understood. In an attempt to unravel these complexities,
our study unveils a novel ferroptosis-regulating mechanism where
OTUD5 is identified as a partner protein that stabilizes GPX4 during I/R
injury.Wenot only decipher the functional role ofOTUD5 inmitigating
renal tubular cell ferroptosis, but we also explore its protective effects
on renal function after I/R injury. Remarkably, the experiments invol-
ving AAV-mediated OTUD5 therapy suggest that OTUD5 plays a sub-
stantial role in modulating GPX4 regulation and subsequent cell
ferroptosis in I/R-induced AKI. By identifying OTUD5 as a potential
therapeutic target for AKI associated with I/R, we offer a new avenue
for future research into treatments for AKI. The development of a
therapeutic strategy that enhances OTUD5 function or expression
could potentially ameliorate the deleterious effects of I/R injury on
renal function. In light ofminor upregulation ofmTORC1 activity and a
decrease in autophagy in OTUD5+ mice, future investigations could
also explore the possibility of a feedback suppression mechanism,
further elucidating the regulatory complexities in ferroptosis and AKI.

Given the pathological importance of ferroptosis in AKI, our
findings have notable implications for the development of future
therapeutic strategies. The revelation of GPX4 downregulation in the
context of I/R insult points towards a potential therapeutic target. In
addition, we pinpoint a region particularly prone to I/R injury marked
by heightened ferroptosis and autophagy, offering valuable insight
into the pathology of AKI. In the future, building upon these findings
will be crucial in decoding the complexities of cell ferroptosis-
regulated AKI. In summary, our research enhances our comprehen-
sion of ferroptosis’s role in AKI, paving the way for future exploration
of spatial ferroptotic processes within the kidney. Above all, this study
sets a strong foundation for potential intervention strategies by
shedding light on a novel autophagy-dependent ferroptosis pathway,
presenting possible new directions for treatments in managing I/R-
associated kidney diseases.

Methods
Mice and mouse model of Ischemia/reperfusion (I/R)-
induced AKI
Otud5-floxed mice (Strain No. T052115, GemPharmatech, Nanjing,
China), and Pax8-Cre mice (Strain No. NM-KI-200151, Shanghai Model
Organisms Center, Inc., Shanghai, China) were generated using the
CRISPR-Cas9 system. For Otud5-floxed mice, the guide RNA (gRNA)
sequences were designed for regions on exon 2, as illustrated in
Fig. 3A. For Pax8-Cremice, a fragment of Cre-WPRE-polyAwas inserted
into the initiation codon of the Pax8 gene through homologous
recombination. The Cas9 mRNA and gRNA were in vitro transcribed
andmicroinjected into the fertilized eggs of C57BL/6Jmice. Theseeggs
were then transplanted into a recipient to obtain positive F0 mice,
which were then mated withWT C57BL/6J mice to produce positive F1

generation mice. The Otud5-floxed mice and Pax8-Cre mice were
crossed to generate Otud5fl/flPax8Cre mice, with the Otud5fl/fl mice used
as a wild-type control. All mice were housed in a pathogen-free
environment, maintained at a temperature of 22 °C, with a 12 h/12 h
light/dark cycle, and relative humidity of 50–60%. This study received
approval from the InstitutionalReviewBoardof theChildren’sHospital
of Soochow University. Additionally, for the I/R-induced AKI experi-
ments, all procedures were conducted following the guidelines of the
Institutional Animal Care and Use Committee (IACUC) of the Chil-
dren’s Hospital of Soochow University. Briefly, 4–6-week-old C57BL/6J
mice were intraperitoneally anesthetized with 1% (v/w) chloral hydrate
at a dose of 0.8mg/kg. For ischemia induction, the renal pedicles were
clampedwith a clip (JY17100-30, JinYanMedical DeviceManufacturing
Co., Ltd, Zhejiang, China) for 45min through the incision at the flank
and were then followed by reperfusion by clip removal. Incisions were
sutured under sterile surgical conditions, and the mice were trans-
ferred to the standard housing environment for recovery. After 48 h,
micewereplaced in a chamberfilledwith 100%CO2 for 3min to induce
rapid unconsciousness, followed by cervical dislocation. Under anes-
thesia, mouse kidneys and blood samples were collected and sub-
jected to analysis, including serum creatinine (Scr), blood urea
nitrogen (BUN), and histopathological examination.

Cell culture, H/R induction ex vivo, and cell viability detection
The normal human proximal tubular cell line, HK2 (catalog number:
CRL-2190), and human embryonic kidney cell line, HEK293T (catalog
number: CRL-3216), were obtained from the American Type Culture
Collection (ATCC) and cultured in DMDM/F12 medium (Gibco) sup-
plemented with 10% fetal bovine serum (FBS, Gibco) and 1% penicillin/
streptomycin (ThermoFisher Scientific). The cellsweremaintained in a
humidified incubator with 5% CO2 at 37 °C. Mouse primary renal tub-
ular cells (PRTCs) were isolated from both male and female mice, fol-
lowing the method described in a previous study44. Briefly, the outer
strips of the cortex and the medulla from mouse kidneys were
removedwith scissors, and the inner cortexwas collected,minced, and
digested using 1mg/ml collagenase IV (Sigma-Aldrich) for 40min,
before filtration through a 70μm strainer. The suspension containing
renal tubuleswas collected andplaced in a six-well cell culture plate for
cultivation inDMDM/F12medium (Gibco) supplementedwith 10% FBS
(Gibco) and 1% penicillin/streptomycin (Thermo Fisher Scientific). The
cells were then maintained in a humidified incubator with 5% CO2 at
37 °C. To mimic I/R induction ex vivo, the cells were cultured under
oxygen- and serum-free conditions for 6 h, followed by the re-
introduction of normoxia and complete cell culture medium for
varying periods as required. This was conducted using a Hypoxia
Chamber (MIC-101, Billups Rothenberg Inc.), following the protocols
of previous studies45. For cell viability detection, the cells were seeded
in a 96-well plate, with ~10,000 cells per well, and left overnight. After
hypoxia induction, the cell medium was removed and replaced by a
fresh medium containing the CCK8 reagent (96992, Sigma Aldrich)
following the manufacturer’s instructions. The plate was then

Fig. 5 | Hypoxia activates autophagy degradation of OTUD5. a PRTCs were
treated with H/R for 3 h, followed by RNA isolation and sequencing. A bar plot
shows autophagy-associated signaling pathways among the enriched signaling
pathways using KEGG analysis. Statistical significance between groups, as indi-
cated, was determined using Fisher’s exact test. b GSEA analysis shows that the
Reactome signaling terms: selective autophagy and cellular response to hypoxia
were significantly enrichedbasedon the scRNA-seqdata of PTcells from I/R-treated
kidneys and sham kidneys. c Spatial feature plot and Violin plot of autophagy
signature score in ST spots of the two groups. d Feature plot of Otud5 expression,
autophagy signature, and their colocalization in ST spots of the two groups.
e PRTCs were treated with H/R for 3 h and observed for autophagosome formation
using a transmission electron microscope (TEM). The representative TEM images
and quantification of autophagosomes (white arrowhead) are displayed (n = 10

independent cells).p values were calculatedby unpaired two-tailed Student’s t-test.
f PRTCs were treatedwith H/R for 3 or 6 h, and cells were collected and analyzed by
immunoblotting. g PRTCs were treated with H/R for 3 h in the presence or absence
of the proteasome inhibitor 3-MA, or the lysosome inhibitor chloroquine (CQ).
Cells were collected and analyzed by immunoblotting. h PRTCs were transfected
with siControl or siATG5 for 48h and treated with or without H/R. Cells were
collected and analyzed by immunoblotting. i Representative fluorescence images
of LC3 and OTUD5 in HK2 cells treated with or without H/R (n = 10 independent
cells). Scale bar = 50 or 10μm. j Cells were treated with H/R for 3 h and collected to
analyze the interactionof LC3 andOTUD5using immunoprecipitation (IP). Data are
from three independent experiments and presented as mean ± s.e.m., statistical
significance between groups as indicated was determined using an unpaired two-
tailed Student’s t-test.
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tailed Student’s t-test.
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incubated for 2 h, and the absorbance at OD450 was measured using a
Multiskan™ FC microplate reader (Thermo Fisher Scientific).

Histopathological analysis
Themouse kidney was embedded in paraffin and 4-μm tissue sections
were prepared for IHC staining aspreviously described46. Briefly, tissue
slides were deparaffinized in xylene and rehydrated in decreasing

concentrations of ethanol. Sample slides were incubated with 3%H2O2

to deactivate endogenous peroxidase and heated at 95 °C for 30min
for antigen retrieval. Subsequently, the slides were incubated with 5%
blocking serum for 15min. The sections were then incubated with
primary antibodies (see Supplementary Table 1) at 4 °C overnight,
followed by incubation with a secondary antibody conjugated to
horseradish peroxidase for 30min. Tissue sections were
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counterstained with hematoxylin and visualized with a microscope to
obtain digital images (TCS SP5, Leica). For immunofluorescence, tissue
or cell sections were fixed with 4% paraformaldehyde (Beyotime,
Shanghai) at 37 °C for 10min, and then permeabilizedwith 0.2% Triton
X-100 (Beyotime, Shanghai) at 4 °C for 10min. After blocking with 10%
BSA and 2% normal goat serum in PBS for 1 h, the sections were incu-
bated with the indicated primary antibodies for 2 h at room tempera-
ture or overnight at 4 °C. Following this, the sections were washed
three times with 1 × PBS (Beyotime, Shanghai), and stained with
fluorescence-conjugated secondary antibodies (Invitrogen) for 1 h at
room temperature. Cell images were captured with a digital micro-
scope (TCS SP5, Leica).

Immunoblot and Immunoprecipitation
For immunoblot, kidney tissue or cells were homogenized using
RIPA lysis buffer (R0010, Solarbio, Beijing, China) containing pro-
tease and phosphatase inhibitors cocktail (04693116001, Roche)
andwere sonicated. The protein concentrations weremeasuredwith
BCA assay (Solarbio). Protein samples were separated using 10% SDS
page gels and transferred onto a PVDF membrane (R1SB07718, Mil-
lipore). After blocking using 5% skimmed milk for 1 h at room tem-
perature, the membrane was incubated with primary antibodies
(Supplementary Table 1) at 4 °C overnight and then with the corre-
sponding secondary antibodies for 1 h at room temperature. The
membrane was washed three times with 1 × PBST between incuba-
tions. Proteins were visualized by enhanced chemiluminescence
(ECL, 32209, Thermo Fisher Scientific). For Immunoprecipitation,
cells were lysed on ice with NP40 lysis buffer (Solarbio) containing
protease and phosphatase inhibitors cocktail (04693116001, Roche)
for 30minutes. After centrifugation at 12,000×g for 20min at 4 °C,
the supernatant was collected and incubated with protein A/G beads
(Sant Cruz Biotechnology) for 1 h at 4 °C, followed by another round
of centrifugation. The supernatant was collected and incubated with
the indicated antibody (Supplemental Table 1) overnight at 4 °Cwith
rotation. Protein A/G beads were then added to the supernatants
and incubated for 4 h at 4 °C with rotation, followed by 5 times
washing using NP40 lysis buffer. The beads were mixed with 2 × SDS
loading buffer and boiled at 95 °C for 10min. After centrifugation at
800×g for 5min, the protein-contained supernatant was analyzed by
immunoblotting as indicated above. The quantification of protein
expression was analyzed by Image J (v1.47).

Flow cytometry
For cell ferroptosis analysis, HK2 cells with or without hypoxia treat-
ment were collected and washed twice with pre-chilled 1 × PBS. The
cells were then resuspended in a staining buffer (420201, BioLegend)
and stained with BODIPY 581/591 C11 at room temperature for 30min.
After washing and staining with 7-AAD, the cells were resuspended in a
cell staining buffer and subjected to flow cytometry analysis. Fluor-
escent signals were acquired using a Beckman Coulter Gallios Flow
Cytometer and analyzed using FlowJo software (v10.6).

Detection of lipid peroxidation
For lipid peroxidation analysis, cells were stained with Liperfluo
(L248, Dojindo, Kumamoto, Japan) in PBS containing 2% (w/v)

bovine serum albumin (BSA) on ice for 30min according to the
manufacturer’s instructions. The fluorescent signals were acquired
and visualized with a fluorescence microscope (Olympus). For total
glutathione (GSH) and GSH/GSSG ratio detection, mouse kidneys
were lysed using RIPA lysis buffer (R0010, Solarbio, Beijing, China)
containing a protease and phosphatase inhibitor cocktail
(04693116001, Roche). The content of total glutathione and oxi-
dized glutathione (GSSG) was quantified in cell or tissue lysates
according to the instructions of the GSH and GSSG Assay Kit (S0053,
Beyotime, Shanghai, China).

Quantitative real-time polymerase chain reaction (qRT-PCR)
Total RNA was extracted from homogenized kidneys or cells using
Trizol Reagent (Invitrogen) and digested by RNase-free DNase I (Pro-
mega) following the manufacturer’s instructions. A total of 2μg RNA
from each sample was reverse-transcribed into cDNA according to the
High-Capacity cDNAReverseTranscriptionKit’s instructions (4368814,
Applied Biosystems™). Quantitative PCR was performed using the
qPCR SYBR Green Master Mix (Takara) and analyzed using a Light-
Cycler 96 real-time system (RocheDiagnostics). Relative quantification
was calculated using the 2ΔΔCt method and normalized to GAPDH. The
primer was commercially synthesised (Beijing Tsingke Biotech Co.,
Ltd.) and sequences are listed in Supplementary Table 2.

Liquid chromatography–mass spectrometry (LC–MS/MS)
HK2 cells were collected in a lysis buffer containing a protease and
phosphatase inhibitor cocktail (04693116001, Roche), incubated on
ice for 30min, and then centrifuged at 12,000×g for 15min at 4 °C. The
supernatant cell lysates were obtained and immunoprecipitated with
an anti-GPX4 antibody overnight at 4 °C. The beads were washed three
times with lysis buffer, boiled with SDS loading buffer, and subjected
to SDS–PAGE. Gels with total proteins were stained with Coomassie
Blue (ST030, Beyotime, Shanghai, China), excised, and digested with
10 ng/μl trypsin at 37 °C overnight. After enzymatic hydrolysis, the
peptide mixtures were collected, desalted, and prepared for liquid
chromatography-tandem mass spectrometry (LC–MS/MS) using a Q
Exactive HFX platform (Thermo Scientific). The raw files generated
from the spectrometer were searched against the UniProt Homo
sapiens database (v2015-11-11) using Proteome Discoverer (Thermo
Scientific, v.2.1).

Gene transfection
For plasmid transfection, humanWTor C224SOTUD5 plasmids were
constructed by amplifying the corresponding cDNA and cloning it
into pcDNA3.1(+)/myc-His A (V80020, Invitrogen) using the PCR
method. Then, plasmids were transfected into HK2 cells with Lipo-
fectamine 3000 (Invitrogen) according to the manufacturer’s
instructions. For siRNA transfection, cells were plated at a con-
centration of 5 × 105 cells per well in a six-well plate to achieve ~60%
confluence. Cells were transfected with specific siRNA (ZIXI Biotech.
Co., Ltd., Beijing, China) at a final concentration of 50 nmol/L with
Lipofectamine 3000 (Invitrogen) in Opti-MEM (Invitrogen) accord-
ing to the manufacturer’s instructions. The cell medium was
replaced with a complete medium after 6 hours of transfection, and
cells were further cultured for 48 h.

Fig. 7 | AAV-mediated OTUD5 therapy protects renal function against I/R
injury. a Schematic shows the generation of AAV-Otud5 virus. b 4–6-week-old
C57BL/6J mice were intravenously injected with a single dose of 3 × 1011 copies of
Otud5-contained virus. 48h after injection, mice were subjected to I/R surgery and
lived for another 48h. b, c Levels of BUN and SCr were analyzed in control and
Otud5-expressed mice before and 48h after I/R surgery (n = 5). d Kidneys were
collectedand subjected toH&E, IHCstaining, immunofluorescenceanalysis, TUNEL
staining, and quantification for evaluating kidney injury score, GPX4, and 4-HNE

expression, F4/80 expression, and cell death, respectively. Representative images
of IHC staining for GPX4 and 4-HNE, H&E, F4/80-positive cells, and TUNEL staining
in kidney sections from control and Otud5-expressed mice (n = 5); Scale bars,
50μm. The asterisk indicates the injured tubular area. a.u.: arbitrary units. e–h The
mRNA levels of Lcn2, Havcr1, and Tnf were analyzed in the kidneys of control and
Otud5-expressed mice before and 48h after I/R surgery. Data are mean ± s.e.m.,
n = 5; statistical significance between groups as indicated was determined using an
unpaired two-tailed Student’s t-test.
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AAV preparation and gene delivery
AAV virus preparation and renal orthotopic injection were performed
according to a previous study47. Briefly, the cDNA of mouseOtud5was
synthesized, and AAV8-Otud5 was constructed using an AAV8 vector
plasmid, an adenovirus helper plasmid, and an AAV helper plasmid,
which were transiently transfected into 293T cells. The recombinant
virus was harvested 72 h after transfection. The crude viral lysate was
then purified by fractionation with iodixanol-gradient centrifugation.
Viral titers were determined, and vectors that passed quality control
were aliquoted and stored at−80 °C until use. For gene delivery, 4 to 6-
week-old C57BL/6J mice were intravenously injected with AAV parti-
cles at 3 × 1011 copies/ml per mouse. The injected mice were fed and
monitored for three days after I/R induction.

Library construction and single-cell mRNA sequencing
For single-cell suspension preparation, freshly collected mouse
kidneys were rinsed twice with RPMI1640 (Gibco), minced into
3–5mm3 pieces, and subjected to enzymatic digestion using Multi
Tissue Dissociation Kits (130-110-204, Miltenyi Biotec) for 30min
under rotation at 250 rpm/min. Afterward, the cell suspension was
filtered and centrifuged at 300×g at 4 °C. The cell pellet was col-
lected, resuspended in 1 mL RBC lysis buffer (Sigma) to remove
RBCs, and then washed twice with RPMI1640. Cell viability was
assessed using Trypan Blue (Gibco), and dead cells were removed
using magnetic bead separation with a Dead Cell Removal Kit (130-
090-101, Miltenyi Biotec) if the cell viability was <85%. At least
20,000 cells per samplewere applied to a single-cell mastermixwith
lysis buffer and reverse transcription reagents, following the User
Guide of 10X Genomics Chromium Single Cell 3’ Reagent Kits (10X
Genomics). The libraries were subjected to high-throughput
sequencing on a NovaSeq6000 platform.

Data processing and analysis of single-cell RNA-seq data
Raw sequencing data were processed with the Cellranger pipeline
(version 3.1.0, 10X Genomics) and mapped to the murine reference
genome to generate digital gene expression (DGE)matrices. The batch
effects were corrected using the R package “harmony” (v1.2.0.1). Cells
fromdifferent batchesweremerged, and expressionswerenormalized
to generate afinal gene expressionmatrix. A Seurat objectwas created,
and the gene-barcode count matrices were analyzed using the R
package “Seurat” (v4.3.0) following the pipeline (http://satijalab.org/
seurat/). For quality control, cells with fewer than 200 genes or with
mitochondrial gene percentages over 20% were filtered out from
downstream analyses. For dimension reduction, the most variable
genes were identified using the FindVariableGenes function (Seurat
version 4.3.0), followed by a principal component analysis (PCA). The
top 20 PCs were used for unsupervised clustering analysis and visua-
lized using Uniform Manifold Approximation and Projection (UMAP)
for dimension reduction. The FindAllMarkers function (Seurat version
4.3.0) was used to determine cluster-specific gene markers. Annota-
tions were performed bymapping the marker genes of each cluster to
canonical kidney cell typemarker genes from previous studies48,49. For
Gene Set Enrichment Analysis on PT cells, the gene expression matrix
of PT from two groups was collected, and differentially expressed
genes (DEGs) were analyzed using the FindMarkers function (Seurat
version 4.3.0). GSEA analysis was performed using the R package
“fgsea” (1.24.0) by mapping genes to the murine reference database
org.Mm.eg.db (3.16.0).

Spatial transcriptomics assay
Mouse kidneys were snap-frozen in liquid nitrogen and embedded in
OCT (Tissue-Tek) for preparation of 10-μm cryosections. For tissue
visualization, frozen tissue sections were fixed with pre-chilled
methanol on the Visium Tissue Optimization Slides (10X Genomics,
PN-1000193), followed by staining with hematoxylin (S3309, Dako)

and eosin (CS701, Dako). Brightfield histological images were taken
with a Leica DMI8 whole-slide scanner. For RNA isolation and reverse
transcription, sections were permeabilized with permeabilization
enzymes to release mRNA, which was captured by probes on the Vis-
ium spatial gene expression slides (PN-1000184,10X Genomics). The
capturedmRNAwas reversely transcribed to cDNA, spatiallybarcoded,
amplified, and subjected to library construction using the Visium
Spatial Library Construction Kit (PN-1000184,10X Genomics). Briefly,
10μl of amplified cDNA from each sample was taken for library pre-
paration through the processes of fragmentation, adapter ligation,
PCR, and purification. The constructed library was sequenced with an
Illumina Novaseq6000 sequencer with a sequencing depth of at least
100,000 reads per spot (performed by CapitalBio Technology,
Beijing).

Spatial transcriptomics analysis
The raw data from the spatial transcriptomics (ST) assay were pro-
cessed using SpaceRanger (v2.0.1) to generate the ST spots matrix by
performing a series of procedures, including alignment, filtering,
barcode counting, andUMI counting. Spots with fewer than 200 genes
were excluded from further analysis. Normalization across spots was
performed with the SCTransform function (0.3.5), and anchors
between the spatial transcriptomics spots were identified using the R
package “Seurat” (v4.3.0) in R (v4.2.2). Dimension reduction and
clustering were performed using PCA. The first ten PCs were used to
generate clusters. For scoring on specific signaling, we performed the
AddModuleScore function with default parameters in Seurat to
determine the score by using the signaling signature genes, which are
driver ormarker genes of ferroptosis50, orgenes from theGSEAdataset
(https://www.gsea-msigdb.org/gsea/msigdb/index.jsp), which are
positively involved in autophagy regulation or mTOR signaling acti-
vation. For spatial gene/feature colocalization, the interested genes or
features were inferred.

Statistical analysis
Statistical analyseswereperformed using Prism8 (GraphPad Software,
San Diego, CA, USA). p values were calculated by a two-tailed unpaired
Student’s t-test between two groups. p-value <0.05 was considered
significant.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
The single-cell RNA-Seq and spatial transcriptomic data generated in
this study have been deposited in the National Center for Bio-
technology Information Gene Expression Omnibus database with
accession code GSE244330. Uncropped blots and other source data
are available in the Source Data file. Further information and requests
for resources should be directed to the corresponding authors. Source
data are provided with this paper.

Code availability
R scripts used in this study are available on GitHub (https://github.
com/Toby111/scRNA-spatial-code)

References
1. Kellum, J. A. et al. Acute kidney injury. Nat. Rev. Dis. Prim. 7,

52 (2021).
2. Hoste, E. A. J. et al. Global epidemiology and outcomes of acute

kidney injury. Nat. Rev. Nephrol. 14, 607–625 (2018).
3. Wang, Y. & Bellomo, R. Cardiac surgery-associated acute kidney

injury: risk factors, pathophysiology and treatment. Nat. Rev.
Nephrol. 13, 697–711 (2017).

Article https://doi.org/10.1038/s41467-023-44228-5

Nature Communications |         (2023) 14:8393 15

http://satijalab.org/seurat/
http://satijalab.org/seurat/
https://www.gsea-msigdb.org/gsea/msigdb/index.jsp
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE244330
https://github.com/Toby111/scRNA-spatial-code
https://github.com/Toby111/scRNA-spatial-code


4. Doyle, J. F. & Forni, L. G. Acute kidney injury: short-term and long-
term effects. Crit. Care 20, 188 (2016).

5. Granger, D. N. & Kvietys, P. R. Reperfusion injury and reactive oxygen
species: the evolution of a concept. Redox Biol. 6, 524–551 (2015).

6. Yan, H.-f et al. Ferroptosis: mechanisms and links with diseases.
Signal Transduct. Target. Ther. 6, 49 (2021).

7. Jiang, X., Stockwell, B. R. & Conrad, M. Ferroptosis: mechanisms,
biology and role in disease. Nat. Rev. Mol. Cell Biol. 22,
266–282 (2021).

8. Hosohata, K., Harnsirikarn, T. &Chokesuwattanaskul, S. Ferroptosis:
a potential therapeutic target in acute kidney injury. Int. J. Mol. Sci.
23, 6583 (2022).

9. Zhang, J.,Wang, B., Yuan, S., He,Q. & Jin, J. The role of ferroptosis in
acute kidney injury. Front. Mol. Biosci. 9, 951275 (2022).

10. Chen, X., Yu, C., Kang, R., Kroemer, G. & Tang, D. Cellular degra-
dation systems in ferroptosis.Cell DeathDiffer.28, 1135–1148 (2021).

11. Zhang, J., Qiu, Q., Wang, H., Chen, C. & Luo, D. TRIM46 contributes
to high glucose-induced ferroptosis and cell growth inhibition in
human retinal capillary endothelial cells by facilitating GPX4 ubi-
quitination. Exp. Cell Res. 407, 112800 (2021).

12. Zhao, L., Gong, H., Huang, H., Tuerhong, G. & Xia, H. Participation of
mind bomb-2 in sevoflurane anesthesia induces cognitive impair-
ment in agedmice viamodulating ferroptosis.ACSChem.Neurosci.
12, 2399–2408 (2021).

13. Dong, K. et al. HOIP modulates the stability of GPx4 by linear ubi-
quitination. Proc. Natl Acad. Sci. USA 119, e2214227119 (2022).

14. Wang, J. N. et al. Inhibition of METTL3 attenuates renal injury and
inflammation by alleviating TAB3 m6A modifications via IGF2BP2-
dependent mechanisms. Sci. Transl. Med. 14, eabk2709 (2022).

15. Liu, H. et al. Inhibition of Brd4 alleviates renal ischemia/reperfusion
injury-induced apoptosis and endoplasmic reticulum stress by
blocking FoxO4-mediated oxidative stress. Redox Biol. 24,
101195 (2019).

16. Wang, W. et al. CD8(+) T cells regulate tumour ferroptosis during
cancer immunotherapy. Nature 569, 270–274 (2019).

17. Pohl,C.&Dikic, I.Cellularquality controlby theubiquitin-proteasome
system and autophagy. Science (New York, NY) 366, 818–822 (2019).

18. Lee, C. S., Kim, S., Hwang, G. & Song, J. Deubiquitinases: mod-
ulators of different types of regulated cell death. Int. J. Mol. Sci. 22,
4352 (2021).

19. Meyer-Schwesinger, C. The ubiquitin–proteasome system in kidney
physiology and disease. Nat. Rev. Nephrol. 15, 393–411 (2019).

20. Kayagaki, N. et al. DUBA: a deubiquitinase that regulates type I
interferon production. Science (New York, NY) 318,
1628–1632 (2007).

21. Huang, O. W. et al. Phosphorylation-dependent activity of the
deubiquitinase DUBA. Nat. Struct. Mol. Biol. 19, 171–175 (2012).

22. Huen, S. C. & Cantley, L. G. Macrophages in renal injury and repair.
Annu. Rev. Physiol. 79, 449–469 (2017).

23. Zheng, J. & Conrad, M. Themetabolic underpinnings of ferroptosis.
Cell Metab. 32, 920–937 (2020).

24. Kim, Y. C. & Guan, K. L. mTOR: a pharmacologic target for autop-
hagy regulation. J. Clin. Investig. 125, 25–32 (2015).

25. Yang, C.-Z. et al. Neuroprotective effect of astragalin via activating
PI3K/Akt-mTOR-mediated autophagy on APP/PS1 mice. Cell Death
Discov. 9, 15 (2023).

26. Jia, J. et al. Galectins control MTOR and AMPK in response to lyso-
somal damage to induce autophagy. Autophagy 15, 169–171 (2019).

27. Kaushal, G. P. & Shah, S. V. Autophagy in acute kidney injury.Kidney
Int. 89, 779–791 (2016).

28. Abdrakhmanov, A., Gogvadze, V. & Zhivotovsky, B. To eat or to die:
deciphering selective forms of autophagy. Trends Biochem. Sci.45,
347–364 (2020).

29. Rutz, S. et al. Deubiquitinase DUBA is a post-translational brake on
interleukin-17 production in T cells. Nature 518, 417–421 (2015).

30. Liu, D. et al. Snapshot: implications for mTOR in aging-related
ischemia/reperfusion injury. Aging Dis. 10, 116–133 (2019).

31. Brugarolas, J. et al. Regulation of mTOR function in response to
hypoxia by REDD1 and the TSC1/TSC2 tumor suppressor complex.
Genes Dev. 18, 2893–2904 (2004).

32. He, L. et al. AKI on CKD: heightened injury, suppressed repair, and
the underlying mechanisms. Kidney Int. 92, 1071–1083 (2017).

33. Tonnus, W. et al. Dysfunction of the key ferroptosis-surveilling
systems hypersensitizes mice to tubular necrosis during acute
kidney injury. Nat. Commun. 12, 4402 (2021).

34. Sanz, A. B., Sanchez-Niño, M. D., Ramos, A. M. & Ortiz, A. Regulated
cell death pathways in kidney disease. Nat. Rev. Nephrol. 19,
281–299 (2023).

35. FriedmannAngeli, J. P. et al. Inactivation of the ferroptosis regulator
Gpx4 triggers acute renal failure in mice. Nat. Cell Biol. 16,
1180–1191 (2014).

36. Xie, Y., Kang, R., Klionsky, D. J. & Tang D. GPX4 in cell death,
autophagy, and disease. Autophagy. 10, 2621–2638 (2023).

37. Cho, J. H. et al. Deubiquitinase OTUD5 is a positive regulator of
mTORC1 and mTORC2 signaling pathways. Cell Death Differ. 28,
900–914 (2021).

38. Grahammer, F. et al. mTORC1 maintains renal tubular homeostasis
and is essential in response to ischemic stress. Proc. Natl Acad. Sci.
USA 111, E2817–2826 (2014).

39. Zhang, C. et al. The mTOR signal regulates myeloid-derived sup-
pressor cells differentiation and immunosuppressive function in
acute kidney injury. Cell Death Dis. 8, e2695 (2017).

40. Cicora, F. et al. Preconditioning donor with a combination of
tacrolimus and rapamacyn to decrease ischaemia-reperfusion
injury in a rat syngenic kidney transplantation model. Clin. Exp.
Immunol. 167, 169–177 (2012).

41. Hou, T. et al. Deubiquitinase OTUD5 modulates mTORC1 signaling
to promote bladder cancer progression. Cell Death Dis. 13,
778 (2022).

42. Linkermann, A. et al. Synchronized renal tubular cell death involves
ferroptosis. Proc. Natl Acad. Sci. USA 111, 16836–16841 (2014).

43. Wang, Y. et al. ACSL4 deficiency confers protection against
ferroptosis-mediated acute kidney injury. Redox Biol. 51,
102262 (2022).

44. Miao, N. et al. The cleavage of gasdermin D by caspase-11 promotes
tubular epithelial cell pyroptosis and urinary IL-18 excretion in acute
kidney injury. Kidney Int. 96, 1105–1120 (2019).

45. Wang, S. et al. Selenium nanoparticles alleviate ischemia reperfu-
sion injury-induced acute kidney injury by modulating GPx-1/
NLRP3/Caspase-1 pathway. Theranostics 12, 3882–3895 (2022).

46. Liu, J. et al. A novel renoprotective strategy: upregulation of PD-L1
mitigates cisplatin-induced acute kidney injury. Int. J. Mol. Sci. 22,
13304 (2021).

47. Xiong, J. et al. DUSP2-mediated inhibition of tubular epithelial cell
pyroptosis confers nephroprotection in acute kidney injury. Ther-
anostics 12, 5069–5085 (2022).

48. Miao, Z. et al. Single cell regulatory landscape of themouse kidney
highlights cellular differentiation programs and disease targets.
Nat. Commun. 12, 2277 (2021).

49. Xu, L., Guo, J., Moledina, D. G. & Cantley, L. G. Immune-mediated
tubule atrophy promotes acute kidney injury to chronic kidney
disease transition. Nat. Commun. 13, 4892 (2022).

50. Zhou, N. et al. FerrDb V2: update of the manually curated database
of ferroptosis regulators and ferroptosis-disease associations.
Nucleic Acids Res. 51, D571–D582 (2023).

Acknowledgements
We thankMin-XuanSun (Suzhou Instituteof Biomedical Engineering and
Technology, Chinese Academy of Sciences) and all members of his
laboratory for insightful comments and assistance onpaper preparation.

Article https://doi.org/10.1038/s41467-023-44228-5

Nature Communications |         (2023) 14:8393 16



Funding: This work was supported by the National Natural Science
Foundation of China (82270713 to J.L.); Key Laboratory Foundation of
Structural Deformities in Children of Suzhou (SZS2022018 to X.M.Y.);
Gusu Health Talent Project of Suzhou (GSWS2022058 to J.L.,
GSWS2020049 to X.M.Y.). Suzhou Science and Technology Develop-
ment Plan Project (SKY2023059 to J.L., SKY2023002 to X.M.Y.,
SKY2023194 to Q.W.X.).

Author contributions
L.K.C., X.C., L.W., and Q.D. performed a large part of cell and immuno-
blot experiments, contributed to overall experiments, and analyzed the
data. X.Q.D. and Y.K. performed immunostaining and FACS experi-
ments. Y.M.M. helped with data analysis of single-cell RNA sequencing
and spatial transcriptomics. Y.Z., L.L.Y., Q.W.X., M.C.F., and T.Z. per-
formed siRNA and plasmid experiments. H.T.Z., S.Z.C., and Z.R.M.
assisted with Pax8Cre and Otud5fl/fl mice breeding and animal
experiments. S.W.H. and R.W. provided essential materials and helped
with manuscript preparation. J.L. C.H.C. and X.M.Y. conceived the pro-
ject. J.L. and X.M.Y. directed the experiment. J.L. and C.H.C. wrote the
manuscript. All the authors commented on the manuscript draft.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-023-44228-5.

Correspondence and requests for materials should be addressed to
Ching-Hsien Chen, Xiang-Ming Yan or Jun Liu.

Peer review information Nature Communications thanks Yang Li, Eikan
Mishima and the other, anonymous, reviewer(s) for their contribution to
the peer review of this work. A peer review file is available.

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

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional 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 any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons licence, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons licence 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 licence, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2023

Article https://doi.org/10.1038/s41467-023-44228-5

Nature Communications |         (2023) 14:8393 17

https://doi.org/10.1038/s41467-023-44228-5
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Autophagy of OTUD5 destabilizes GPX4 to confer ferroptosis-dependent kidney�injury
	Results
	Spatial resolution of GPX4-regulated tubular cell ferroptosis in I/R-induced�AKI
	OTUD5 interacts with GPX4 to stabilize it in response�to H/R
	Otud5 deletion renders kidneys susceptible to I/R injury
	OTUD5 shields renal tubular cells from ferroptosis following H/R�injury
	Hypoxia triggers autophagic degradation of�OTUD5
	H/R diminishes OTUD5 by suppressing mTORC1�signaling
	AAV-mediated OTUD5 therapy protects renal function against I/R�injury

	Discussion
	Methods
	Mice and mouse model of Ischemia/reperfusion (I/R)-induced�AKI
	Cell culture, H/R induction ex�vivo, and cell viability detection
	Histopathological analysis
	Immunoblot and Immunoprecipitation
	Flow cytometry
	Detection of lipid peroxidation
	Quantitative real-time polymerase chain reaction (qRT-PCR)
	Liquid chromatography–mass spectrometry (LC–MS/MS)
	Gene transfection
	AAV preparation and gene delivery
	Library construction and single-cell mRNA sequencing
	Data processing and analysis of single-cell RNA-seq�data
	Spatial transcriptomics�assay
	Spatial transcriptomics analysis
	Statistical analysis
	Reporting summary

	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




