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Tumor derived UBR5 promotes ovarian cancer
growth and metastasis through inducing
immunosuppressive macrophages
Mei Song1, Oladapo O. Yeku2,3, Sarwish Rafiq 2,4, Terence Purdon2, Xue Dong1, Lijing Zhu5, Tuo Zhang 1,

Huan Wang6, Ziqi Yu1, Junhua Mai 7, Haifa Shen7, Briana Nixon8, Ming Li 8, Renier J. Brentjens 2 &

Xiaojing Ma 1,6✉

Immunosuppressive tumor microenvironment (TME) and ascites-derived spheroids in

ovarian cancer (OC) facilitate tumor growth and progression, and also pose major obstacles

for cancer therapy. The molecular pathways involved in the OC-TME interactions, how the

crosstalk impinges on OC aggression and chemoresistance are not well-characterized. Here,

we demonstrate that tumor-derived UBR5, an E3 ligase overexpressed in human OC asso-

ciated with poor prognosis, is essential for OC progression principally by promoting tumor-

associated macrophage recruitment and activation via key chemokines and cytokines. UBR5

is also required to sustain cell-intrinsic β-catenin-mediated signaling to promote cellular

adhesion/colonization and organoid formation by controlling the p53 protein level. OC-

specific targeting of UBR5 strongly augments the survival benefit of conventional che-

motherapy and immunotherapies. This work provides mechanistic insights into the novel

oncogene-like functions of UBR5 in regulating the OC-TME crosstalk and suggests that UBR5

is a potential therapeutic target in OC treatment for modulating the TME and cancer

stemness.
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Ovarian cancer (OC) is the most fatal gynecological
malignancy worldwide. Over 22,000 American women
are diagnosed with OC each year and approximately

14,000 die of this disease, rendering it the fifth leading cause of
cancer deaths among women in the United States1. Only about
45% of women with OC survive for five years or longer since
diagnosis2. Despite the gold standard of debulking surgery and
platinum/taxane-based chemotherapy resulting in initial respon-
ses in approximately 75% of patients, most women experience
relapses and succumb with chemoresistant disease3. Therefore,
strategies for second-line or alternative therapies are strongly
called for.

Unlike many epithelial cancers that spread predominantly
through the vasculature, OC has a tendency to disseminate by
dislodging from the primary tumor into the peritoneal cavity and
implanting on abdominal organs4. During this process, the dis-
seminated cells aggregate and form spheroid-like structures to
overcome anoikis, immune attack, and chemotherapy5,6. As such,
spheroid formation is a key step in OC metastatic spread and
contributes to recurrence.

The tumor microenvironment (TME) of OC is known to be
highly immunosuppressive, which allows evasion of immune
surveillance and unhampered tumor growth7. The inhibitory
cellular microenvironment has been reported to consist of tumor-
associated macrophages (TAMs), regulatory T cells (Tregs), and
myeloid-derived suppressor cells (MDSCs) as well as tumor-
associated dendritic cells (tDCs). TAMs represent a preponderant
infiltrating immune population in human OC8. TAMs have an
immunosuppressive M2 phenotype in TME of OC, which is
associated with their ability to promote cancer growth, invasion,
angiogenesis, immune evasion, and metastasis9. The higher fre-
quencies of M2 subsets (CD163+ TAMs) from malignancy-
associated ascites strongly correlated with higher tumor grade and
worse progression-free survival10,11. Thus, strategies aiming to
target vital molecules regulating OC–TAM interaction and
spheroid formation may provide opportunities for more effica-
cious treatment of OC.

UBR5 (Ubiquitin protein ligase E3 component n-recognin 5,
also known as EDD) is a HECT (homologous to E6AP C-ter-
minus) domain-containing ubiquitin ligase. It is essential for
embryonic development in mammals12,13. UBR5 is frequently
amplified and overexpressed in many cancer types, especially in
human breast cancer and OC14. Our previous work has uncov-
ered a distinctive role of UBR5 in the aggression of a murine
triple negative breast cancer (TNBC) model15. Besides aberrant
expression in TNBC, UBR5 was amplified in ~22% of OC in a
TCGA (The Cancer Genome Atlas)-based analysis, and its
expression in patient specimens was increased in 47% of OC
tumor tissues examined14,16. UBR5 was described as an adverse
prognostic factor for serous epithelial OC and able to confer
cisplatin resistance on OC cell lines16–18. High UBR5 expression
levels are strongly associated with poor OC patient survival19.
However, mechanistic connections between UBR5 and OC pro-
gression and metastasis remain largely unknown.

In the present study, we show that UBR5− mediated immuno-
suppressive TAM infiltration via CCL2/CSF-1 enhances OC growth
and metastasis. UBR5 is also required for sustaining β-catenin
signaling to promote cell adhesion/colonization and spheroid for-
mation in a cell-intrinsic manner. Targeting Ubr5 not only impairs
OC development, but also augments the therapeutic benefit of
chemotherapy and immunotherapies with immune checkpoint
blockade or chimeric antigen receptor (CAR)-T cells. These find-
ings reveal a profound role of UBR5 both through paracrine action
driving OC-immune cell crosstalk and through cell-autonomous
facilitation of OC spheroid formation. UBR5 emerges as a ther-
apeutic target for the deadliest gynecological malignancy.

Results
Attenuated OC growth and peritoneal implantation of UBR5−

deficient ID8 tumor. UBR5 was amplified in ~22% of OC
patients in a TCGA (The Cancer Genome Atlas) data set. UBR5
expression levels were higher in human OC specimens than in
normal ovaries. High expression of UBR5 was associated with
poorer patient prognosis and shortened survival rates (Supple-
mentary Fig. 1). These data demonstrate strong clinical links of
aberrant UBR5 statuses with OC disease states.

To investigate the functional importance of UBR5 in OC
development and metastasis, we used a syngeneic murine OC
model with ID8 cells expressing Muc16ecto (herein simply
referred to as ID8), a glycoprotein upregulated in the majority
of ovarian carcinomas and used as a serum biomarker for OC20.
We first knocked out the endogenous Ubr5 gene in ID8 cells via
CRISPR/Cas9 and selected 3 “knockout”monoclones named ID8/
Ubr5−/− (Fig. 1a and Supplementary Fig. 2a–c). As a control, ID8
cells were transfected with Cas9-GFP plasmid expressing a non-
targeting guide sequence (the transfected cells are herein referred
to as ID8/GFP). The ID8/Ubr5−/− monoclones displayed similar
in vitro propagation capacities to that of ID8/GFP cells
(Supplementary Fig. 2d). We then proceeded with one ID8/
Ubr5−/− monoclone (#1) and compared its phenotypic features
to those of ID8/GFP. The morphology of ID8/Ubr5−/− was
altered from a cuboidal epithelial shape to an elongated
mesenchymal shape and it became less “clustered” (Fig.1b). The
altered morphology resembled “epithelial to mesenchymal
transition” (EMT). We thus evaluated the migratory ability of
ID8 Ubr5−/− cells in vitro in a double chamber assay and a
wound healing assay, which showed that these cells acquired a
greater mobility compared to ID8/GFP cells (Supplementary
Fig. 2e, f). To assess the metastatic capacity of Ubr5−/− ovarian
tumors, we intravenously injected ID8 into recipient mice. At
30 days post injection, we observed ~two times more ID8/Ubr5−/−

tumor cells in the lungs compared with control tumor cells (Fig. 1c),
but there were far fewer pulmonary and liver metastatic nodules in
mice bearing ID8/Ubr5−/− at 60 days post injection (Fig. 1d and
Supplementary Fig. 2g, h). Thus, ID8/Ubr5−/− failed to progress
from lung micrometastases to macroscopic metastases. The
expression of the epithelial marker β-catenin and cytokeratin 18
was decreased in ID8/Ubr5−/−

, whereas the EMT regulators zinc
finger E-box binding homeobox 1 and 2 (ZEB1, 2) and
mesenchymal marker Vimentin were upregulated (Fig. 1e and
Supplementary Fig. 2i, j), indicating that Ubr5 depletion compro-
mised epithelial properties. Consistently, ID8/Ubr5−/− cells exhib-
ited decreased ability to adhere to Matrigel and form clones
(Supplementary Fig. 2k, l). These data suggest that loss of UBR5
impairs MET and the colonization properties of ID8 tumors in the
lung.

We next implanted ID8 orthotopically into the ovarian bursa of
syngeneic recipient mice. ID8/GFP bearing mice developed palpable
solid tumor lesions 8 weeks after tumor inoculation, with gross
hemorrhagic ascites, metastases at multiple peritoneal locations, as
well as tumor-induced splenomegaly (Fig. 1f, g, Supplementary
Fig. 3a–e and Supplementary Table 1). However, this process was
markedly reduced in ID8/Ubr5−/− bearing mice and resulted in
prolonged survival (Fig. 1h).Tumor progression was also inhibited in
mice bearing ID8/Ubr5−/− upon intraperitoneal (i.p.) injection.
These mice displayed dramatically attenuated tumor growth,
impaired ascites accumulation, and diminished peritoneal implanta-
tion, compared with ID8/GFP bearing mice (Fig. 1i–k and
Supplementary Fig. 3f). Consequently, survival was significantly
enhanced in ID8/Ubr5−/− bearing mice with a median survival of
97 days compared to 51 days in control (Fig. 1l). It was worth
noting that targeting Ubr5 in ID8 didn’t induce any pronounced
pathogenic effects in mice (Supplementary Tables 1, 2).
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Importantly, reintroduction of ID8/Ubr5−/− tumors with
the human orthologue of UBR5 rescued their defective OC
growth (Fig. 1m–o). An alternative approach to CRISPR-
mediated genetic deletion was taken to corroborate UBR5’s
tumorigenic activity by targeting UBR5 expression systemically
using siRNA-containing nanoparticles in mice bearing ID8/

GFP tumors. The effect of Ubr5 gene expression silencing was
confirmed in tumor cells treated with nanoparticles (Fig. 1p).
Administration of Ubr5-silencing nanoparticles strongly
reduced the number of ID8 cells in the peritoneal cavity
(Fig. 1q). Collectively, these data demonstrate a strong role of
UBR5 in ID8 tumor growth.
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Alterations in tumor microenvironment of ID8/Ubr5−/−

tumor-bearing mice. Immune cells that infiltrate the tumor
microenvironment (TME) are co-opted by ovarian cancer cells to
enable metastatic seeding and tumor growth. To examine the
effect of tumor-derived UBR5 on various immune cells in TME,
we analyzed the cellular composition in the peritoneal cavity.
Although we observed a transient increase in infiltrating CD4+

and CD8+ T cells one-week post ID8/Ubr5−/− tumor implan-
tation, there was little difference in T cell infiltration on day 14
and day 30 (Fig. 2a, b and Supplementary Fig. 4a, b). The pro-
portion of Foxp3+T regulatory cells changed little at various time
points (Fig. 2c and Supplementary Fig. 4c). T cells are known to
exert significant pressure against OC, and the presence of intra-
tumoral T cells strongly correlates with improved outcome in
advanced OC patients21,22. Hence, to determine whether the early
T cell response induced by Ubr5 deletion was responsible for the
observed tumor diminution, we compared tumor growth in Rag2−/−

mice, CD4-deficient mice and CD8-deficient mice. Surprisingly, B
and T cell deficiency did not mitigate the differences in growth
capacity/survival between control and Ubr5−/− tumors (Fig. 2d
and Supplementary Fig. 4d). These results imply that the adaptive
immune system is not actively involved in arresting Ubr5−/− tumor
progression. To determine whether NK cells participate in controlling
Ubr5−/− tumor, we performed antibody (anti-NK1.1 mAb) depletion
of NK cells in ID8 bearing mice. Depleting NK cells did not
restore ID8/Ubr5−/− tumor growth, suggesting that NK cells are
not responsible for restraining Ubr5−/− tumor (Supplementary
Fig. 4e–h).

Myeloid cell populations within TME, including, tumor-
associated dendritic cells (tDCs), monocytes, eosinophils, neu-
trophils, and tumor-associated macrophages (TAMs), were all
decreased in ID8/Ubr5-/- bearing hosts (Supplementary Fig. 4i).
Among them, infiltrating TAMs (CD11b+, F4/80+) displayed the
most dramatic reduction, decreasing to under 15% of those in the
peritoneal cavity of control mice (Fig. 2e). Reduced numbers of
macrophages in the lung was also observed in mice injected i.v.
with ID8/Ubr5−/− cells (Fig. 2f). Immunostaining confirmed that
both CD68+ TAMs and Ki67+ cells from peritoneal ascites were
greatly decreased in ID8/Ubr5−/− bearing mice (Fig. 2g–i). In
addition, the number and size of spheroids also diminished with
Ubr5 deficiency (Fig. 2j). Together, these data suggest that tumor
derived UBR5 plays a critical role in regulating macrophage
recruitment into ID8 tumors.

Essential role of TAMs in UBR5-regulated OC growth and
spheroid formation. To determine whether impaired ID8/Ubr5−/−

tumor growth is a consequence of reduced macrophage recruitment,
we isolated CD11b+ F4/80+ TAMs from ID8/GFP tumor bearing

donor mice, mixed them with ID8/Ubr5−/− tumor cells at 1:1 ratio
and transferred the cells into naïve recipient mice. Mice injected with
TAMs or ID8 cells alone served as controls (Supplementary Fig. 5a).
Co-administration with TAMs remarkably boosted ID8/Ubr5−/−

tumor growth, ascites fluid accumulation, tumor proliferation, and
spheroid formation to the levels seen with the ID8/GFP tumor
(Fig. 3a–c and Supplementary Fig. 5b–d). Accordingly, the survival of
ID8/Ubr5−/− tumor bearing mice was greatly shortened by TAM
complementation (Fig. 3d).

Conversely, depletion of macrophages in ID8 bearing mice
with liposome-encapsulated clodronate (LC) markedly reduced
tumor burden and increased mouse survival (Fig. 3e–h and
Supplementary Fig. 5h–m). LC treatment depleted macrophages
from the peritoneal cavity without affecting T cell accumulation.
Nor did LC exert a direct anti-proliferative effect on tumor
growth in vitro (Supplementary Fig. 5n–o). Thus, UBR5
deficiency strongly impairs TAM recruitment, an essential event
that promotes OC growth. Nonetheless, LC depleted peritoneal
TAMs in the ID8/GFP group to a level even lower than that in
ID8/Ubr5−/− group (Fig. 3e and Supplementary Fig. 5i–k), but
ID8/GFP bearing mice lacking TAMs still demonstrated a higher
tumor burden (Fig. 3f) with more proliferative cells (Fig. 3g and
Supplementary Fig. 5j), spheroid accumulation (Fig. 3h), and
shorter survival (Fig. 3i) than the ID8/Ubr5−/− group without LC
treatment. Thus, additional factors besides TAMs are involved in
UBR5-regulated tumor-promoting activities.

Altered immunosuppressive properties of TAMs in UBR5-
deficient tumor. To establish the cause of the defective macro-
phage recruitment in Ubr5-null tumors, we performed transwell
assay with isolated peritoneal macrophages and cell-free super-
natant derived from ID8/GFP or ID8/Ubr5−/− tumor cells. We
observed a ~50% reduction of migrated macrophages in response
to ID8/Ubr5−/− tumor supernatant (Fig. 4a), suggesting that
UBR5 deficiency attenuates macrophage recruitment in a para-
crine manner. TAMs are polarized to M2-like subtype in peri-
toneal microenvironment during OC progression, and contribute
to OC proliferation and migration23. To determine whether OC-
derived UBR5 could modulate TAM functionality, CD11b+ F4/80+

macrophages were retrieved and assessed. RNA-seq analysis of the
TAMs from WT and Ubr5−/− tumor bearing mice revealed two
groups of genes of interests (Supplementary Fig. 6a). The first group
of genes (G1) changed little in TAMs fromWT tumor-bearing mice
compared to naïve macrophages but were strongly induced in
TAMs from Ubr5−/− tumor-bearing mice. The second group of
genes (G2) exhibited the reverse pattern (Supplementary Data 1, 2).
An ingenuity pathway analysis (IPA) of this dataset further revealed
some interesting molecular properties of these TAMs. Moreover,

Fig. 1 Attenuated OC growth and peritoneal implantation of ID8/Ubr5−/− in mice. a Deletion of Ubr5 in ID8 was verified by Western blot.
b Representative micrographs of ID8 cell morphology. Scale bars: 200 μm. c, d To evaluate spontaneous metastasis, 5 × 106 ID8 cells were i.v. injected to
C57BL/6 female recipient mice (n= 3 mice per group). c Quantification of Muc16+ tumor cells. d Representative images (left) and quantified values (right)
of metastatic nodules in lung or liver of recipient mice. e Protein expression of β-catenin, Cytokeratin-18, ZEB1, ZEB2, and Vimentin in ID8 cells was
evaluated by western blot. f Tumors from orthotopic syngeneic model were resected and measured 8 weeks after tumor inoculation (n= 5 mice per
group). g Metastatic nodules in peritoneum, omentum, mesentery and diaphragm were quantified (n= 6 mice per group). h Kaplan–Meier curves showing
overall survival of mice (ID8/GFP n= 18, ID8/Ubr5−/− n= 13 mice per group), P < 0.0001, log-rank test. i Proportion of tumor cells in ascites at indicated
times after tumor implantation (n= 5 mice per group). j Ascitic fluid volumes were measured at day 50 (n= 5 mice per group). k Peritoneal metastases
were evaluated at day 50 (n= 5 mice per group). l Kaplan–Meier curves showing the survival rates of mice (n= 15 mice per group), P < 0.0001, log-rank
test. m Protein expression of UBR5 in ID8/GFP, ID8/Ubr5−/−, hUBR5 reintroduced ID8/Ubr5−/− cells was assessed by western blot. n Tumor burdens
were evaluated at day 30 (n= 4 mice per group). o Survival rates were quantified (n= 6 mice per group), P < 0.0001, log-rank test. p mRNA expression of
Ubr5 in tumor cells was assessed. Data were normalized to puromycin N-acetyl- transferase (PAC) in each sample (n= 5 mice per group). q Proportions of
Muc16+CD45− tumor cells in ascites were quantified at day 30(n= 5 mice per group). All data are representative of at least two independent experiments
with similar results. Data are shown as mean ± SEM, unpaired two-sided Student’s t-test with no correction for multiple comparison, **P < 0.01, ***P <
0.001. Source data are provided as a Source Data file.
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compared to TAMs from WT tumor-bearing mice, those from
Ubr5−/− tumor-bearing mice exhibited higher levels of M1 mac-
rophage markers (e.g., il12a, Ccr2) and lower levels of M2 markers
(e.g., Cx3cr1, il10) (Fig. 4b and Supplementary Fig. 6b). Strikingly,
expression of Cx3cr1, which is increased during monocyte
maturation and inversely correlated with CCR2 in the blood24, was
markedly induced in TAMs from WT tumor-bearing mice while
totally inhibited in the absence of UBR5. TAMs from ID8/Ubr5−/−

bearing mice displayed strongly reduced levels of intracellular
arginase-1 (Fig. 4c) and surface PD-L1 (Fig. 4d) expression in
comparison with TAMs from ID8/GFP bearing mice. Although
TAMs from both hosts were comparable in their ability to stimulate
ID8 tumor migration (Supplementary Fig. 6c–e), TAMs from ID8/
Ubr5-/- tumor-bearing mice exhibited weaker T cell proliferation-
inhibiting activities than those from ID8/GFP tumor bearing mice
(Fig. 4e), suggesting that tumor-derived UBR5 not only affects

8

10

a

d

e

g h i j

f

b c

10

0

15

5

6

4

2

0

4

3

2

1

0

50

40

20

10

105 2.12% 32.9% 0.888% 4.44%

9.75%11.3%

41.9% 24.3% 16.6% 7.76%

14.9%8.53%

104

103

103 104 105

102

102

0

105

104

103

102

0

0 103 104 1051020 103 104 1051020 103 104 1051020

0

30

50

40

20

10

0

30

50

40

20

10

0

30

20

10

0

30

40

20

10

0

30

40

20

10

0
Individual Spheroid Individual Spheroid

30

40

20

10

0

30

40

20

10

0

30

ID8/GFP

ID8/Ubr5–/–

–/–
–/–

ID8/GFP

ID8/Ubr5–/–

ID8/GFP

ID8/Ubr5–/–

ID8/GFP

ID8/Ubr5–/–

Tu
m

or
 c

el
ls

 %
of

 p
er

ito
ne

al
 c

el
ls

C
D

4+
 T

 c
el

ls
 %

of
 C

D
45

+
 c

el
ls

C
D

68
+
 T

 c
el

ls
 (

%
)

K
i6

7+
 c

el
ls

 (
%

)

C
D

4+
 T

 c
el

ls
 %

of
 C

D
45

+
 c

el
ls

M
ac

ro
ph

ag
es

%
of

 C
D

45
+
 c

el
ls

M
ac

ro
ph

ag
es

%
of

 C
D

45
+
 c

el
ls

F
ox

p3
+
 C

D
25

+
 c

el
ls

 %
C

D
4+

 T
 c

el
ls

Tu
m

or
 c

el
ls

 %
of

 p
er

ito
ne

al
 c

el
ls

Tu
m

or
 c

el
ls

 %
of

 p
er

ito
ne

al
 c

el
ls

Tu
m

or
 c

el
ls

 %
of

 p
er

ito
ne

al
 c

el
ls

30 days14 days7 days 30 days14 days7 days 30 days14 days7 days

P < 0.0001

P < 0.0001

P < 0.0001
P < 0.0001

P = 0.0001

P = 0.0001

P = 0.0002

P = 0.00013 P = 0.0011

P = 0.0002

P = 0.0132

P = 0.0055
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TAM recruitment to TME in a paracrine manner but also TAMs’
immunosuppressive activity. Indeed, when adoptively transferred to
tumor-bearing hosts, TAMs from ID8/GFP tumor-bearing mice
strongly promoted the growth of control and Ubr5−/− tumors,
whereas TAMs from Ubr5−/− tumor-bearing mice did so poorly
(Fig. 4f). Consequently, TAMs from ID8/GFP tumor-bearing mice
shortened the survival of the recipient mice, whereas those from
Ubr5−/− tumor-bearing mice did not (Fig. 4g). These data indicate
that UBR5 deficiency in the tumor compromises TAMs’ infiltration
and impairs their immunosuppressive properties in a paracrine
manner.

Intrinsic defects in spheroid formation in Ubr5-deficient
tumor. We found that Ubr5-deficient ID8 cells expanded more
slowly in both 3D spheroid cultures (Fig. 5a), and 3D coculture
system with TAMs (Fig. 5b, c), revealed by the decreased number

and size of spheroids (Supplementary Fig. 7a, b). Of note, TAMs
from ID8/Ubr5−/− bearing mice exhibited a similar capacity to
those from control mice to facilitate spheroid formation, sug-
gesting that UBR5 regulates ovarian tumor cell adhesion and
spheroid formation in a cell-intrinsic manner independently of
TAM-derived factors. In addition, apoptosis-suppressing effects
of UBR5 have been documented in several cancer cell lines18. We
observed that in vitro, Ubr5 depletion in ID8 cells resulted in
elevated PARP expression and correspondingly increased PARP
cleavage, which is considered to be hall mark of apoptosis
(Fig. 5d) but the ratio of cleaved vs. total PARP was not altered. In
vivo, ID8/Ubr5−/− tumor bearing mice didn’t exhibit enhanced
TUNEL-positive signals in lung with intravenous injection,
compared to control group (Fig. 5e). These data indicate that
apoptosis is unlikely a major cause of impaired tumorigenesis of
ID8/Ubr5−/−. UBR5 has been reported to be a regulator of the
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p53 protein, a tumor suppressor25,26. Compromised p53
expression and loss of function mutations in TP53 contribute to
the generation of cancer stem cells (CSCs)27–29.

Consistently, we observed an elevated p53 protein level in ID8/
Ubr5-/- tumor compared to WT tumor, whereas in UBR5-
overexpressing ID8/GFP tumor, p53 level was decreased (Fig. 5f).
Knocking down p53 in ID8/Ubr5−/− cells made them grow faster

in both 2D and 3D cultures (Fig. 5g, h and Supplementary
Fig. 7c), suggesting that UBR5 promotes OC progression at least
in part by regulating the level of p53. It is noteworthy that
knocking down p53 expression in ID8/Ubr5−/− cells restored β-
catenin to the control level associated with more nuclear
accumulation, which is indicative of enhanced transcriptional
activity of β-catenin (Fig. 5i, and Supplementary Fig. 7d).
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Approximately 96% of high-grade serous ovarian carcinomas
(HGSCs), the most common and deadliest type of ovarian cancer,
harbor TP53 mutations. We further delineated the relationship
between Tp53 mutation status and UBR5 alterations in a TCGA
cohort, which includes about 600 serous ovarian cancer samples.
Similar ratios of UBR5 alterations among TP53 wild type,
mutation, and not profiled subgroups were observed (Fig. 5j).
However, in a HGSC cohort30, we identified a close association
between UBR5 alterations and TP53 mutations, i.e., cancers with
UBR5 gene alterations, predominantly amplification and gains,
harbored frequent TP53 mutations, whereas those in the diploid
state (without UBR5 alterations) were mostly without TP53
mutations (Fig. 5k), suggesting a possible regulatory relationship
between UBR5 alterations and TP53 mutations. Together, these
data demonstrate that UBR5 regulates β-catenin signaling via a
p53-mediated pathway.

Impaired cytokine/chemokine production caused by UBR5
deficiency. To further elucidate the molecular mechanisms
involved in UBR5-regulated paracrine activities, we performed
RNA-seq analyses with retrieved peritoneal cells from ascites and
found that genes involved in macrophage recruitment (such as
Ccl2, Vegf, Il6, Csf-1, and Cxcl1) were significantly downregulated
in peritoneal TME of ID8/Ubr5−/− bearing mice (Fig. 6a). Genes
in Wnt signaling, growth factors were also downregulated by
UBR5 deficiency. Many of them such as platelet-derived growth
factor (PDGF), epidermal growth factor receptor (EGFR), vas-
cular endothelial growth factor (VEGF) α, β, and fibroblast
growth factor receptor (FGFR) are strongly involved in tumor
stroma functions, vascular endothelial formation, and angiogen-
esis31. The broad downregulation of gene expression in the TAM
infiltration/differentiation pathway (including Ccl2, Csf-1, Cxcl1,
and Il6) was further confirmed in ID8/Ubr5−/− cells (Supple-
mentary Fig. 8a). In particular, CCL2 and CSF-1 proteins were
abundantly secreted by UBR5-sufficient tumors, while forced
human UBR5 overexpression in ID8/GFP further increased their
expression (Fig. 6b, c and Supplementary Fig. 8b). Cell adhesion
molecules play important roles in OC spheroid formation32.
Although UBR5 deficiency barely altered the levels of type I
calcium-dependent cadherins (N-cadherin/E-cadherin) and
EGFR/ICAM-1, which mediate OC spheroid compaction23,33,34,
it abrogated β-catenin expression in ID8 (Supplementary Fig. 8c).
β-catenin is a cancer stem cell (CSC) marker enriched in OC
spheroids, and activation of β-catenin regulates the tumor-
initiating capacity and spheroid formation35,36. To evaluate the
role of the UBR5-regulated paracrine factors CCL2, M-CSF, and
β-catenin in macrophage activation and tumorigenesis, we
expressed these three molecules in ID8/Ubr5−/− cells. Reintro-
ducing CCL2, M-CSF, and β-catenin shifted ID8/Ubr5−/− cells to
a more clustered epithelial shape and partially restored their
abilities to generate spheroids, recruit macrophages and form
colonies (Fig. 6d–f and Supplementary Fig. 8e–h). Accordingly,
ID8/Ubr5−/− tumor growth in mice was partially complemented

by the reintroduction, with increased TAMs infiltration, cellular
proliferation, spheroid accumulation, and shortened survival
(Fig. 6g–k). Overexpression of UBR5 in ID8/GFP further aug-
mented tumor progression (Fig. 6k), highlighting its oncogene-
like activity in OC. As a transcriptional co-activator, β-catenin is
reported to play a role in transactivation of CCL237. Consistent
with this role, reintroduction of β-catenin in both ID8/GFP and
ID8/Ubr5−/− induced higher levels of CCL2 expression (Sup-
plementary Fig. 8i). Further, Tp53 knocking down in ID8 cells
resulted in increased β-catenin expression and CCL2 production
(Supplementary Fig. 8j), indicating an UBR5 dependent p53-β-
catenin-CCL2 axis in ID8. Taken together, these results indicate
that paracrine factors (CCL2/M-CSF) and cell-intrinsic β-catenin
signaling contribute to UBR5-mediated OC progression.

Requirement of UBR5 for human ovarian cancer growth and
macrophage recruitment. Several lines of investigation suggested
that the above findings in mice are likely to be relevant in human
OC. Immunohistochemical (IHC) staining for UBR5, CD68, and
Ki67 in primary tumors of 50 OC patients showed a positive
correlation between UBR5 expression and CD68+ macrophage
infiltration (R= 0.6918, P < 0.0001), as well as between UBR5
expression and the density of proliferating, Ki67+ cells (R=
0.2105, P= 0.001) (Fig. 7a–c). Next, we investigated the func-
tional role of UBR5 in human OC SKOV3 cells xenografted in
Scid-Beige mice. Like murine OC, human SKOV3/UBR5−/−

displayed decreased expression of the adhesion-related molecule
β-catenin, the chemokines CCL2 and CXCL1, and the cytokines
M-CSF and IL6) (Fig. 7d and Supplementary Fig. 9a, b). In vitro,
compared to normal human ovarian surface epithelial cells
HOSEpiC, SKOV3 cells proliferated more rapidly, migrated faster
and form larger spheroid in 3D culture (Fig. 7d, e and Supple-
mentary Fig. 9c, d). Targeting UBR5 in SKOV3 further enhanced
cell migratory property, but reduced spheroid proliferation ability
and impaired clonogenic capacity, compared with control SKOV3
(Fig. 7e and Supplementary Fig. 9d, e). Similar alterations were
also observed in high-grade serous ovarian cancer (HGSOC) cell
line OVCAR3 with UBR5 depletion (Supplementary Fig. 9f–j).

In vivo, SKOV3/UBR5−/− tumor bearing mice displayed
reduced peritoneal tumor burden with impairment in peritoneal
macrophage infiltration, spheroid formation, and cancer cell
proliferation compared to controls (Fig. 7f–i). Accordingly,
mouse survival was improved by deletion of UBR5 in SKOV3
(Fig. 7j). However, the survival of SKOV3/UBR5−/− tumor
bearing mice was markedly shortened to the control level when
co-injected with TAMs isolated from SKOV3 tumor bearing
donor mice (Fig. 7k). Collectively, these results indicate that
tumor-derived UBR5 is required for human OC progression by
molecular mechanisms similar to those in the mouse.

Enhanced OC therapeutic outcomes via targeting tumor-derived
UBR5. Spheroids represent an invasive and chemoresistant

Fig. 5 Impaired spheroid formation mediated by p53 in Ubr5-deficient tumor. a Spheroid cell proliferation assay with quantitative analysis (n= 5
biologically independent samples per group). Scale bars: 25 μm. b, c Representative images of single spheroid, Scale bars: 50 μm, the size of spheroids were
statistically evaluated (n= 3 biologically independent samples per group and an average of five fields acquired from each sample). d Western blotting
showing the expression of apoptosis-associated protein PARP, cleaved-PARP in ID8. e Apoptosis in lung sections was evaluated by TUNEL staining at
indicated time post i.v. injection of ID8 (n= 5 mice per group and an average of five fields acquired from each sample), Scale bar: 400 μm. f Western blot
showing p53 protein expression in indicated ID8 cells. g, h Spheroid cell proliferation assay with quantitative analysis (n= 4 biologically independent
samples per group). Scale bars: 25 μm. i Western blot showing that knocking down Tp53 in ID8 cells increased β-catenin expression. j, k The relationship
between TP53mutation and UBR5 gene alterations in serous ovarian carcinoma (j) and high-grade serous carcinoma (k) cohorts from the TCGA databases.
Data are representative of two independent experiments with similar results. Data are presented as mean ± SEM, unpaired two-sided Student’s t-test with
no correction for multiple comparison, *P < 0.05, **P < 0.01, ***P < 0.001. Source data are provided as a Source Data file.
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Fig. 6 Effects of tumor-derived paracrine factors on TAMs and spheroids. a Heat map representation of differentially expressed genes involved in
macrophage recruitment, Wnt signaling, and cell adhesion in recovered peritoneal cells from ID8 bearing mice. b ID8 cells were cultured in DMEM
overnight and the protein levels of CCL2 and CSF-1 in cell cultures were measured by ELISA (n= 5–6 biologically independent samples per group).
c Western blotting showing the protein expression of UBR5/β-catenin/CCL2 in different ID8 cells. d Peritoneal macrophages were harvested and seeded
into Transwell inserts with ID8 cell cultured in the bottom. Migrated macrophages were quantified after 16h-incubation (n= 5 biologically independent
samples per group). e Representative images of spheroids. Scale bars: 200 μm. f Quantification of spheroid expansion rates (n= 4 biologically independent
samples per group). g, h CD68+ cells and Ki67+ cells in spheroids were quantified (n= 4 mice per group). i Representative images of CD68+

macrophages and surrounded Ki67+ cells. (n= 4 mice per group and ten confocal images acquired from each sample). All panels are the same
magnification, scale bars: 50 μm. j Spheroid retrieved from ID8 bearing mice at day 30 were underwent H&E staining (n= 4 mice per group and an average
of five fields acquired from each sample). Scale bars: 200 μm. k Survival in mice bearing ID8 tumors (n= 5 mice per group), log-rank test. All data are
representative of at least two independent experiments with similar results. Data are presented as mean ± SEM, unpaired two-sided Student’s t-test with
no correction for multiple comparison, *P < 0.05, **P < 0.01, ***P < 0.001. Source data are provided as a Source Data file.
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Fig. 7 Effects of human OC-derived UBR5 on TAMs and tumor growth. a IHC staining of UBR5 and CD68 in primary tumors from OC patients (n=
50 samples). Scale bars: 200 μm. b, c Correlation assessed by Pearson correlation analysis and linear regression analysis between tumor UBR5 expression
levels and intratumoral CD68+ (b), Ki67+ cell density (c) in human EOC patients (n= 50 samples). d Deletion of UBR5 in SKOV3 cells was verified by
western blot. Reduced β-catenin and CCL2 expression in SKOV3/UBR5−/− were determined at protein level, human ovarian surface epithelial cells
HOSEpiC were used as control. e Representative micrographs and quantitation of Transwell-migration assay for SKOV3 (n= 4 biologically independent
samples per group and an average of five fields acquired from each sample). Scale bars: 50 μm. f On day 21 after tumor implantation, imaging with
Luciferase in SKOV3 tumor bearing SCID/Beige mice (n= 3 mice per group). g Representative images and statistical analysis of tumor implantation in
mesentery (n= 4 mice per group). h Representative images of CD68+ macrophages and surrounded Ki67+ cells from peritoneal washes (n= 4 mice per
group and ten confocal images acquired from each sample). All panels are the same magnification, scale bars: 50 μm. i Representative FACS images and
quantification of infiltrated CD11b+F4/80+ macrophages in peritoneal cavity (n= 3 mice per group). j Kaplan–Meier curves showing the survival of SKOV3
tumor-bearing mice (n= 10 mice per group). P < 0.0001, log-rank test. k Survival in mice bearing SKOV3/UBR5−/− with or without TAMs isolated from
SKOV3 bearing donor mice were quantified (n= 5 mice per group), log-rank test. In all cases, data are representative of two independent experiments.
Data are presented as mean ± SEM, unpaired two-sided Student’s t-test with no correction for multiple comparison, **P < 0.01, ***P < 0.001. Source data
are provided as a Source Data file.
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cellular component in OC and the Wnt/β-catenin pathway
has been shown to play critical role in chemoresistance38,39.
Given that UBR5 promotes spheroid formation and enhances
Wnt/β-catenin signaling, we reasoned that OC-derived UBR5
may contribute to chemoresistance. In vitro, overexpression of
UBR5 increased resistance to cisplatin-induced cell death in OC
(Fig. 8a), while ID8/Ubr5-/- were more susceptible to cisplatin-
induced apoptosis (Fig. 8b). In vivo, UBR5-overexpressing ID8
grew more aggressively in mice and caused rapid death (Fig. 8c, d).
The more rapid tumor growth of UBR5-overexpressing ID8
caused decreases in red blood cell count, hemoglobin, hematocrit
and reticulocytes compared to the other two groups, indicating
anemia (Supplementary Table 2). Moreover, UBR5 overexpression
largely abrogated the therapeutic effect of cisplatin treatment.
These results indicate that UBR5 contributes to chemoresistance
in OC.

Immunotherapy has revolutionized the treatment for many
types of cancer, but has had little clinical impact in OC. The
modest responses in OC are attributed to the suppressive ascitic
microenvironment, such as M2-polarized TAMs and Treg9. We
have demonstrated that targeting tumor-derived UBR5 reverses
the suppressive TME by impairing TAM recruitment, which can
potentially reinforce the efficacy of immunotherapy. To test this
hypothesis, we administered anti-PD-1 mAb to mice with
established ID8 ovarian tumors. Although ID8-bearing mice
were non-responsive to PD-1 blockade alone, Ubr5 depletion
synergized with PD-1 blockade to extend their survival (Fig. 8e).

To determine whether targeting UBR5 could enhance the
benefit of adoptive T cell therapy, OC bearing mice were treated
with 4H11m28mZ CAR-T cells targeting MUC16ecto expressed
by ID8. 19m28mZ CAR-T cells targeting CD19 served as a
specificity control40. Treatment of ID8/GFP bearing mice with
4H11m28mZ CAR T cells resulted in greater survival than seen
with mice that received control CAR-T cells. Strikingly, Ubr5-
targeted deletion combined with administration of 4H11m28mZ
CAR T cells resulted in long-term survival (>250 days) of all the
treated mice, highlighting synergy between UBR5 inhibition and
specific CAR-T therapy (Fig. 8f). Together, these data demon-
strate that targeting OC-derived UBR5 can alleviate chemoresis-
tance and synergize with immunotherapies, strongly enhancing
the therapeutic benefits of current OC treatments.

Discussion
This study revealed that tumor derived UBR5 is a pivotal driver of
OC aggressiveness. Depletion of Ubr5/UBR5 in both mouse ID8-
Muc16ecto OC and human SKOV3 OC blocked tumor growth
and peritoneal metastasis by disrupting paracrine regulation of
TAM infiltration and cell-intrinsic regulation of spheroid for-
mation (Supplementary Fig. 10). Targeting Ubr5 in ID8 OC
synergistically improved therapeutic outcomes of chemotherapy
and immunotherapies with immune-checkpoint blockade and
CAR T cell administration. This work has elucidated the causality
and mechanisms of UBR5’s tumorigenic activities in OC and
broadened our understanding of the biology of a novel E3 ligase
in regulating cancer-immune cell crosstalk. Reducing the
expression of UBR5 could be an efficacious therapeutic approach
for OC.

Unlike many other epithelial cancers, malignant OC exfoliates
as single cells and aggregates as multicellular spheroids in the
peritoneal cavity, resisting anoikis. TAMs have been demon-
strated to promote OC spheroid formation. In the present study,
ID8/Ubr5−/− bearing mice displayed dramatically attenuated
tumor growth with diminished peritoneal infiltration of myeloid
cell populations, especially CD11b+ F4/80+ macrophages. Mac-
rophage mobilization into OC TME is regulated by multiple

cytokine/chemokine and growth factors. Gene profiling identified
downregulation of transcripts for chemokines and cytokines
involved in macrophage recruitment (such as CCL2, CXCL1, and
CSF-1) to ID8/Ubr5−/− TME. CCL2 and CSF-1 are important for
inflammatory monocyte recruitment into the tumor site and
differentiation into TAMs. Directly or indirectly, UBR5 tran-
scriptionally regulates CCL2/CSF-1. It will be of great interest to
understand how this regulation is affected. Given that UBR5
didn’t modulate their mRNA stability, UBR5 may stabilize tran-
scription factors (TFs) that control Ccl2/Csf1 gene transactivation
or act as coactivator of these TFs41.

Interestingly, our findings imply an UBR5 orchestrated p53-β-
catenin-CCL2 regulatory axis (Supplementary Fig. 8i, j), which
warrants further exploration. We found that impaired tumor-
igenesis due to UBR5 deficiency could be fully restored by
adoptive transfer of TAMs, indicating that the macrophage
recruitment defect caused by Ubr5 depletion mostly accounts for
the decreased tumor burden and prolonged survival. This con-
clusion was further reinforced by our observation in human OC
samples identifying a positive correlation between UBR5
expression and CD68+ macrophage infiltration. In addition,
when injected in mice, human OC SKOV3 xenografts with
silenced UBR5 expression displayed similarly reduced peritoneal
metastasis with less TAM infiltration than when UBR5 was
expressed. Our study demonstrates the feasibility of targeting
UBR5 as a novel approach to block TAM infiltration, an emer-
ging intervention strategy against OC42.

ID8/GFP bearing mice lacking TAMs still exhibited a higher
tumor burden than ID8/Ubr5−/− bearing mice, implying that
there are TAM-independent, cell intrinsic factors by which UBR5
contributes to OC progression. Indeed, loss of Ubr5 impairs the
adhesion ability and spheroid expansion capacity of ID8 and
causes aberrant MET. β-catenin signaling is essential for main-
taining stemness, driving aggressiveness and developing che-
moresistance in OC38,43. Consistent with a report that UBR5
ubiquitinates β-catenin and subsequently enhances its stability44,
we found that depletion of Ubr5/UBR5 in ID8 and SKOV3
decreased β-catenin levels, while overexpressing UBR5 in ID8
further enhanced β-catenin accumulation, demonstrating an
oncogene-like property of UBR5.

Reintroduciton of mCcl2, Csf-1, and mCtnnb1 into ID8/Ubr5−/−

cells enhanced TAM recruitment, accelerated spheroid proliferation
and colonization, and partially but significantly restored tumor
growth. These data suggest that paracrine factors such as CCL2 and
CSF-1, along with β-catenin signaling, contribute to the oncogenic
functions of UBR5, although yet-to-be discovered, UBR5-
dependent factors/pathways are also involved. UBR5 has been
shown to suppress death receptor-induced apoptosis and down-
regulate proapoptotic MOAP-1 in human OC cells18,45. However,
we observed that PARP cleavage (Fig. 5d) was only marginally
altered by Ubr5 deficiency. A recent report showed that in human
embryonic stem cells, loss of UBR5 triggered an increase in p53
levels and a concomitant decrease in cellular proliferation rates46.
This finding is consistent with our own observation that UBR5 is a
critical regulator of p53 protein, which mediates UBR5’s organoid-
forming activity and β-catenin expression, suggesting that UBR5-
regulated p53 is an inhibitor of OC stemness.

Dysregulated E3 ligases employ diverse mechanisms to pro-
mote carcinogenesis by regulating a broad spectrum of substrates
involved in DNA damage repair, apoptosis, tumor cell pro-
liferation, and genomic instability47. However, most cancer-
associated E3 ligases affect cell-intrinsic processes, and their roles
in mediating the crosstalk between cancer and TME components
have rarely been reported. We find that tumor-derived UBR5
promotes OC peritoneal implantation independent of the adap-
tive immune system and does so in a paracrine manner.
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Moreover, this is critical for tumor initiation and progression.
Meanwhile, cell intrinsic regulation of cell adhesion, cell
aggregation, and epithelial traits by UBR5 also contribute to
OC tumorigenesis. Hence, UBR5 exerts pro-tumorigenic
function via both immunoregulatory and cell-autonomous
mechanisms. This study expands the evolving understanding

of the complex mechanisms by which E3 ligase dysregulation
drives tumorigenesis.

Immune checkpoint blockade has elicited remarkable respon-
ses and gained regulatory approval for the treatment of multiple
tumor types. Nevertheless, these strategies have shown limited
efficacy in OC therapy. Their relative ineffectiveness has been
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Fig. 8 Enhanced therapeutic benefits in OC by targeting tumor-derived Ubr5. a Dose response curves of ID8 treated with cisplatin for 72 h (n= 5
biologically independent samples per group). The averages of three independent experiments were plotted, data are presented as mean ± SD, P < 0.0001,
one-way ANOVA test. b Western blot analysis of cleaved-PARP levels after 24 h of cisplatin (Cis) treatment in ID8 cells. c, d UBR5 overexpression
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attributed to the lack of predictive biomarkers, low mutational
burdens (except for BRCA1-associated OC), and the profoundly
immunosuppressive TME48. Targeting UBR5 blunts tumor-
induced immunosuppression and improves the response to
anti-PD-1 antibodies by preventing intratumoral infiltration of
TAMs, one of the most important players in shaping the TME in
OC. Furthermore, although CAR-T therapy has generated pro-
mising data in OC preclinical models49, we show here that its
benefit can be greatly augmented by UBR5 inhibition to achieve
durable survival. These findings highlight the value of normal-
izing TME in adoptive T cell therapies.

In summary, our findings reveal the oncogene-like properties
of a novel molecule that has strong TME-modulating activities,
particularly in TAM recruitment and maintaining cancer stem-
ness. We demonstrate the therapeutic potential of targeting UBR5
to augment conventional treatment and substantially improve the
outcome of immunotherapy. Since UBR5 dysregulation is a major
risk factor also for breast and prostate cancers and others, the
lessons learned here may have broader implications for improv-
ing the effectiveness of cancer therapy.

Methods
Cell culture. Murine ovarian cancer cells ID8-Muc16ecto were maintained in DMEM
supplemented with 10% heat-inactivated fetal calf serum (FBS), 100 U/ml penicillin
and streptomycin (P/S), and 2mM L-glutamine. Human ovarian cancer cells SKOV3
(MUC-16ecto/GFP-FFLuc) were cultured in RPMI 1640 supplemented with 10% FBS,
nonessential amino acids, HEPES (N-2-hydroxyethylpiperazin-N′-2-ethanesulfonic
acid) buffer, pyruvate, L-glutamine, penicillin/streptomycin, and 2-Mercaptoethanol.
To establish stable UBR5 knockout cell lines, ID8-Muc16ecto and SKOV3 (MUC-
16ecto/GFP-FFLuc) were transfected with UBR5 CRISPR/Cas9 KO plasmid (Santa
Cruz) and UBR5 HDR plasmid (Santa Cruz) using lipofectamine 3000 as per the
manufacturer’s protocol and selected with puromycin antibiotic. Stable UBR5
knockout monoclones were picked and verified after selection and propagation. To
generate reintroduced cell lines in ID8/Ubr5−/− or ID8/GFP, cells were transfected
with pCMV-Tag2B EDD, pCMV-Tag2B EDD C2768A (Addgene, #37188 and
#37189, respectively), pEF1α-mCcl2/Csf-1, pCMV3-mCtnnb1 (Sino Biological) using
lipofectamine 3000. The stable cell lines were selected with G418 or hygromycin B
and confirmed by q-PCR and western blot.ID8 and SKOV3 cells were validated by
karyotyping and all cells were routinely checked for mycoplasma contamination.

Human ovarian surface epithelial cells (HOSEpiC) were purchased from
ScienCell Research Laboratories. Cells were cultured with Ovarian Epithelial Cell
Medium (OEpiCM, Cat.#7311) in poly-L-lysine-coated vessels.

Primary mouse TAMs were isolated from the peritoneal cavity of ID8 tumor
bearing mice (C57BL/6 background) on day 35 after tumor implantation and
culture with DMEM based medium.

For T cell proliferation suppression assay, T cells isolated by Pan T Cell
Isolation Kit ll (MACS) were labeled with CFSE, stimulated with anti-CD3 (1 μg/
ml, eBioscience) and anti-CD28 (1 μg/ml, eBioscience), and cocultured with TAMs
isolated from ID8 bearing mice at 3:1 ratio in 96-well flat-bottom plates. Seventy-
two hours later, cells were analyzed by flow cytomertry.

Mice and ovarian cancer models. Female C57BL/6, Rag2−/− (B6 (Cg)-
Rag2tm1.1Cgn/J), CD8−/− (B6.129S2-Cd8atm1Mak/J), CD4−/− (B6.129S2-Cd4atm1-

Mak/J) mice age 6–8 weeks were purchased from Jackson Laboratory. Female SCID-
Beige mice were purchased from Taconic Biosciences. Mice were maintained in a
light/dark cycle with free access to food and water, room temperature (25 °C), in
40–60% of humidity. All animal experiments were performed in accordance with
National Institutes of Health guidelines for housing and care of laboratory animals
after protocol (protocol Number 0701-569A) approved by IACUC at Weill Cornell
Medicine.

For syngeneic intraovarian model, 6–8-week-old female C57BL/6 mice were
anesthetized with isoflurane and a single dorsal incision was made to access to
ovary. ID8 cells (1.0 × 106) were then injected into the left ovarian bursa. Tumor-
bearing mice were weighed twice a week, and tumors were surgically harvested at
8 weeks post-tumor implantation. Tumor size were captured with digital calipers
and tumor volumes were calculated using the equation (L ×W2)/2, where “L”=
length and “W”=width.

For i.p. model, 1.0 × 107 ID8-Muc16ecto and SKOV3 tumor cells were injected
intraperitoneally and mice were euthanized at indicated time for analysis or
monitored for survival. Nanoparticle treatments started 7 days post-tumor
implantation, and injections were administered twice a week for 3 weeks. For lung
metastasis model of ID8 cells, 1 × 107 ID8 cells were intravenously infused and
mice were sacrificed on day 30 or day 60 for analysis.

For chemodrug treatment, 5 mg/kg of cisplatin (Biovision) was i.p. injected into
ID8 bearing mice weekly from day 14, for a total of 4 doses. For antibody

treatment, ID8 tumor mice were given 250 μg/mouse of αPD-L1 (10F.9G2,
BioXcell) or αPD-1 (PMP1-14, BioXcell) i.p. on day 7, 10, and 14 post tumor
implantation, for a total of three doses.

Whole blood samples from three mice per group were collected in BD
MicrogardTM capillary blood collector with retro-orbital bleeding at indicated time
to perform hematology and liver chemistry testing at Weill Cornell Medicine, the
Laboratory of Comparative Pathology (LCP), NY, USA.

For CAR-T treatment, ID8 tumor-bearing mice were treated with 4H11-28z/IL-
12 CAR T cells or CD19-targeted CAR T cells on day 14.

Bioluminescent imaging. SCID/Beige mice i.p. inoculated with SKOV3 were
anesthetized and injected with 1.5 mg of D-luciferin at day 21. Animal were imaged
using Xenogen IVIS imaging system with Living Image software (Xenogen Bios-
ciences, Cranbury, NJ, USA).

Patients and specimens. Epithelial ovarian cancer (EOC) samples from indivi-
duals were obtained from patients at the Comprehensive Cancer Center of Drum
Tower Hospital, Medical School of Nanjing University, China (Supplementary
Table 3) who underwent cytoreductive surgery between 2015 and 2018. All patients
gave written informed consent for the use of their specimens for medical research.
All clinical samples were anonymously coded, and the protocol was approved by
the committee for Ethical Review Board at the Comprehensive Cancer Center of
Drum Tower Hospital (Nanjing, China).

Nanoparticle synthesis. Porous silicon-based multistage vector (MSV) nano-
particles were fabricated by electrochemical etching of silicon wafer, surface
modified with 3-aminopropyltriethoxysilane (APTES), and conjugated with E-
selectin thioaptamer (ESTA) as previously described50. To prepare Ubr5 siRNA
polyplex, Ubr5 siRNA oligos (#1GCUUCUAAGUUAGAACACA; #2 GCAAA-
TAGCATAAGAGCAA, Sigma) were mixed with PEG(5k)2–PEI(10k) (PEG–PEI)
(nitrogen in cationic polymer: phosphorus in siRNA oligo ratio = 15:1) in 10 mM
HEPES buffer containing 5% glucose, and incubated at 20 °C for 15 min. To load
Ubr5 siRNA polyplex into ESTA-MSV, 200 μl polyplex suspensions containing 20
μg siRNA was mixed with 1 × 109 dry ESTA-MSV particles, and sonicated for 3
min on ice.

RNA isolation, qRT-PCR, and RNA sequencing. Total RNAs were extracted with
the RNeasy Plus Mini Kit (QIAGEN, 74134), and cDNA was synthesized using the
High Capacity cDNA Reverse Transcription Kit (Applied Biosystem, 4368814).
Quantitative PCR was performed on QuantStudioTM 6 Flex System (Applied
Biosystem) using PowerUp SYBR Green Master Mix (Thermo Fisher). The
expression levels of target genes were normalized with Gapdh abundance. Primers
used for RT-PCR are listed in Supplementary Table 5. Second generation of RNA
sequencing was performed by GenoIMCs Core Facilities at Weill Cornell Medicine
and differential gene expression analysis was performed using DEseq2 package.

Flow cytometry. Malignant peritoneal wash cells, isolated TAMs and cells from
lung were stained with the following antibodies (listed in Supplementary Table 4)
from Biolegend: CD3 (17A2), CD8α(53-6.7), NK1.1(PK136), CD11b (M1/70), F4/
80(BM8), Gr-1(RB6-8C5), CD11c(N418), MHCll (M5/114.15.2), PD-L1 (B7-H1),
Ly6C(HK1.4), Ly6G(1A8), CD170 (Siglec F, S17007L); antibodies from
eBioscience: CD45 (30-F11), CD4(GK1.5), CD25(PC61.5), Foxp3 (FJK-16s),
Arginase-1 (A1exF5), and APC-conjugated anti-MUC16 (Memorial Sloan Ket-
tering Cancer Center monoclonal antibody facility).

Briefly, cells were incubated with Zombie UV Fixable viability dye (Biolegend)
for 20 min at room temperature, followed by staining with appropriate surface
antibodies in BD FACS Buffer in the presence of CD16/32 Fc block (BD clone
2.4G2). Intracellular staining was performed according to Foxp3/Transcription
Factor Staining Buffer Set (eBioscience). Data acquisition was performed on
FACSCalibur (BC Biosciences) and analyzed via FlowJo. To determine absolute cell
counts of TAMs, eosinophils, monocytes, MDSCs, and DCs in peritoneal cavity,
peritoneal cells were retrieved from ID8 tumor bearing mice and divided into equal
parts after red blood cell lysing for subsequent FACS analysis. The total number of
immune subsets in each part was evaluated by flow cytometer with phenotypic
gating criteria and back-calculated with starting dividing numbers of
peritoneal cells.

Tumor associated macrophages were sorted from peritoneal washes of OC
bearing mice with Becton–Dickinson Influx.

Western blot. Cells were lysed in RIPA buffer (Thermal Scientific) and the lysates
were centrifuged at 3000 × g for 30 min at 4 °C. Supernatants were collected and
protein concentration was quantified by Bio-rad protein assay (Bio-rad, 5000006).
Cytoplasmic and nuclear extracts were separated from ID8 cells with NE-PER™
Nuclear and Cytoplasmic Extraction Reagents (Thermo Scientific, 78833). Cell
lysates were subjected to SDS-PAGE and transfected to the PVDF membrane,
followed by immunoblotting with specific antibodies listed in Supplementary
Table 4.
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Immunostaining. For immunofluorescent staining, cell samples were fixed with
3.7% paraformaldehyde (PFA) for 10 min and permeabilized with 0.5% Trition-
X100 (in PBS) for 10 min at room temperature, followed by blocking and staining.
IHC staining for tissue sections were performed as previously described15. Anti-
bodies used for immunostaining are listed in Supplementary Table 4. Confocal
microscopy images were taken under Zeiss 880 Laser Scanning Confocal Micro-
scope and evaluated with ZEN2 software. Slides were observed and images were
captured with Olympus BX60 Upright Microscope. Apoptosis in lung sections was
measured by DeadEnd™ Colorimetric TUNEL System (Promega, G7360).

IHC analysis was performed by two independent observers who were blind to
the results of other makers and the clinical outcome. Each section was randomly
selected for five fields at low-power field (×100). For semiquantitative analysis of
UBR5, the multiple of positive cell percentage score and intensity score was
determined as previously described. The percentage of positive cells (PP) scored
from 0 to 4 (0, none; 1, <10%; 2, 10–50%; 3, 51–80%; 4, >80%), and the staining
intensity scored (SI) from 0 to 3 (0, none; 1, weak; 2, moderate; 3, strong). The
semiquantitative immunoreactive score (IRS)= PP × SI. For evaluating the density
of intratumoral CD68+ cells, the respective areas were captured at ×200
magnification. The number of CD68+ cells in each region was then counted.

Spheroid cell proliferation assay. The morphological and quantitative analysis of
spheroid cell proliferation/ viability was determined with Cultrex® 3-D Spheroid
Colorimetric Proliferation/Viability Assay kit (Trevigen). ID8 cells were seed at
3000/well and SKOV3 were seeded at 4000/well. Spheroids were photographed on
day 5, and images were analyzed using ImageJ. At the endpoint (day 6), cell
viability was assessed by absorbance at 570 nm using MTT.

3D coculture of TAMs and ID8 cells. 3D coculture spheroid formation assay was
performed as previously described23. Briefly, mouse F4/80+CD11b+ TAMs isolated
from OC-bearing mice and ID8 tumor cells were mixed at a ratio of 1:10 with a
fixed total number of 40,000 cells/well in media containing 2% Matrigel and seeded
onto Matrigel-precoated 24-well plate. The cell mixtures were incubated at 37 °C
for 48 h and the number (per well) and size (area) of spheroids were quantified.
Images were captured with Invitrogen™ EVOS™ FL Digital Inverted Fluorescence
Microscope and analyzed using ImageJ software.

ELISA. A total of 4 × 105 ID8 cells were seeded in 6-well plate in DMED without
FBS and cultured for 24 h before harvesting. ELISA on mCCL2 (DY479, R&D) and
CSF-1(MMC00, R&D) were performed as instructed by manufacturer.

Cell proliferation assay. Cell proliferation was evaluated by Sulforhodamine B
(SRB) assay. Briefly, cells (1 × 104/well) were seeded into 96-well plates and cul-
tured for 24, 48, and 72 h, then fixed with 10% trichloroacetic acid (Sigma, T8657)
for 30 min at 4 °C and stained with 0.4% (w/v) SRB (Sigma, 230162) in 1% acetic
acid solution for 30 min. After washing with 1% acetic acid, bound SRB was
solubilized with 10 mmol/l Tris buffer, and absorbance (OD) was measured at 510
nm using 96-well plate reader.

Cell invasion assay. Cell invasion was assayed using Matrigel-coated BioCoat Cell
Culture Inserts from Corning. 2 × 104 tumor cells starved overnight in serum-free
medium were plated into each insert and 0.5 ml medium with 10% FBS were added
into the bottom of each well. Non-invading cells were removed after 24 h of
incubation. Transwell membrane was fixed with 4% paraformaldehyde and stained
with 0.5% crystal violet. To count the fixed cells, five random fields of vision were
captured and counted using phase contrast microscope. Independent experiments
were performed in triplicate.

Clonogenic assay. Single cell suspension was seeded in triplicate 6-well culture
plates with 100 ID8-Muc16ecto cells/well, 200 SKOV3 cells/well, and 200 OVCAR3
cells/well. Cells were cultured for 1–2 weeks to form colonies and fixed with
methanol and then stained with 0.5% crystal violet. The number of clones formed
in each well was counted and photographed. All assays were conducted in
triplicate.

Statistics and reproducibility. Statistical analysis was performed using GraphPad
Prism 8.4.3 software. In all figures, the data points and bar graphs represent the
mean of independent biological replicates. Results are presented as mean ± SD or
mean ± SEM. In all graphs, the error bars represent the standard deviation and are
only shown for experiments with n= 3 or greater as indicated. All data are
representative of at least two independent experiments with similar results.
Comparisons between two groups were performed using an unpaired two-sided
Student’s t-test; comparison of multiple conditions was done with One-way
ANOVA test. The relationships between UBR5 expression and CD68+ macro-
phage infiltration or UBR5 expression, and the density of Ki67 in OC patient
samples were analyzed using Pearson correlation coefficient. The differences in
demographic characteristics of OC patients were analyzed by the χ2 test. P < 0.05
was considered statistically significant.

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

Data availability
The RNA seq data generated in this study from murine ovarian tumor-associated
macrophages have been deposited in NCBI GEO database under accession code
GSE158911 . For the relationship between TP53 mutation and UBR5 gene alterations in
serous ovarian carcinoma cohorts, the data in Fig. 5j, k were generated from publicly
available datasets from the TCGA [https://www.cbioportal.org/study/summary?
id=ov_tcga]. The authors declare that all data supporting the findings of this study are
available within the article and Supplementary information files and from the
corresponding author upon reasonable request. A reporting summary for this article is
available as a Supplementary Information file. Source data are provided with this paper.

Received: 3 February 2020; Accepted: 12 November 2020;

References
1. Eblen, S. T. & Bradley, A. MOAP-1, UBR5 and cisplatin resistance in ovarian

cancer. Transl. Cancer Res. 6, S18–S21 (2017).
2. Doubeni, C. A., Doubeni, A. R. & Myers, A. E. Diagnosis and management of

ovarian cancer. Am. Fam. Phys. 93, 937–944 (2016).
3. Li, S. S., Ma, J. & Wong, A. S. T. Chemoresistance in ovarian cancer: exploiting

cancer stem cell metabolism. J. Gynecol. Oncol. 29, e32 (2018).
4. Shield, K., Ackland, M. L., Ahmed, N. & Rice, G. E. Multicellular spheroids in

ovarian cancer metastases: biology and pathology. Gynecol. Oncol. 113,
143–148 (2009).

5. L’Esperance, S., Bachvarova, M., Tetu, B., Mes-Masson, A. M. & Bachvarov, D.
Global gene expression analysis of early response to chemotherapy treatment
in ovarian cancer spheroids. BMC Genomics 9, 99 (2008).

6. Tan, D. S., Agarwal, R. & Kaye, S. B. Mechanisms of transcoelomic metastasis
in ovarian cancer. Lancet Oncol. 7, 925–934 (2006).

7. Cai, D. L. & Jin, L. P. Immune cell population in ovarian tumor
microenvironment. J. Cancer 8, 2915–2923 (2017).

8. Colvin, E. K. Tumor-associated macrophages contribute to tumor progression
in ovarian cancer. Front. Oncol. 4, 137 (2014).

9. Worzfeld, T. et al. The unique molecular and cellular microenvironment of
ovarian cancer. Front. Oncol. 7, 24 (2017).

10. Reinartz, S. et al. Mixed-polarization phenotype of ascites-associated
macrophages in human ovarian carcinoma: correlation of CD163 expression,
cytokine levels and early relapse. Int. J. Cancer 134, 32–42 (2014).

11. Yuan, X. et al. Prognostic significance of tumor-associated macrophages in
ovarian cancer: a meta-analysis. Gynecol. Oncol. 147, 181–187 (2017).

12. Kinsella, E. et al. Use of a conditional Ubr5 mutant allele to investigate the role
of an N-end rule ubiquitin-protein ligase in Hedgehog signalling and
embryonic limb development. PLoS ONE 11, e0157079 (2016).

13. Saunders, D. N. et al. Edd, the murine hyperplastic disc gene, is essential for
yolk sac vascularization and chorioallantoic fusion. Mol. Cell Biol. 24,
7225–7234 (2004).

14. Clancy, J. L. et al. EDD, the human orthologue of the hyperplastic discs
tumour suppressor gene, is amplified and overexpressed in cancer. Oncogene
22, 5070–5081 (2003).

15. Liao, L. et al. E3 ubiquitin ligase UBR5 drives the growth and metastasis of
triple-negative breast cancer. Cancer Res. 77, 2090–2101 (2017).

16. Bradley, A. et al. EDD enhances cell survival and cisplatin resistance and is a
therapeutic target for epithelial ovarian cancer. Carcinogenesis 35, 1100–1109
(2014).

17. O’Brien, P. M. et al. The E3 ubiquitin ligase EDD is an adverse prognostic
factor for serous epithelial ovarian cancer and modulates cisplatin resistance
in vitro. Br. J. Cancer 98, 1085–1093 (2008).

18. Matsuura, K., Huang, N. J., Cocce, K., Zhang, L. & Kornbluth, S.
Downregulation of the proapoptotic protein MOAP-1 by the UBR5 ubiquitin
ligase and its role in ovarian cancer resistance to cisplatin. Oncogene 36,
1698–1706 (2017).

19. Shearer, R. F., Iconomou, M., Watts, C. K. & Saunders, D. N. Functional roles
of the E3 ubiquitin ligase UBR5 in cancer. Mol. Cancer Res. 13, 1523–1532
(2015).

20. Koneru, M., Purdon, T. J., Spriggs, D., Koneru, S. & Brentjens, R. J. IL-12
secreting tumor-targeted chimeric antigen receptor T cells eradicate ovarian
tumors in vivo. Oncoimmunology 4, e994446 (2015).

21. Zhang, L. et al. Intratumoral T cells, recurrence, and survival in epithelial
ovarian cancer. N. Engl. J. Med. 348, 203–213 (2003).

22. Cubillos-Ruiz, J. R. et al. ER stress sensor XBP1 controls anti-tumor immunity
by disrupting dendritic cell homeostatsis. Cell 161, 1527–1538 (2015).

NATURE COMMUNICATIONS | https://doi.org/10.1038/s41467-020-20140-0 ARTICLE

NATURE COMMUNICATIONS |         (2020) 11:6298 | https://doi.org/10.1038/s41467-020-20140-0 | www.nature.com/naturecommunications 15

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE158911
https://www.cbioportal.org/study/summary?id=ov_tcga
https://www.cbioportal.org/study/summary?id=ov_tcga
www.nature.com/naturecommunications
www.nature.com/naturecommunications


23. Yin, M. et al. Tumor-associated macrophages drive spheroid formation during
early transcoelomic metastasis of ovarian cancer. J. Clin. Investig. 126,
4157–4173 (2016).

24. Jacquelin, S. et al. CX3CR1 reduces Ly6Chigh-monocyte motility within and
release from the bone marrow after chemotherapy in mice. Blood 122,
674–683 (2013).

25. Ling, S. & Lin, W. C. EDD inhibits ATM-mediated phosphorylation of p53. J.
Biol. Chem. 286, 14972–14982 (2011).

26. Smits, V. A. EDD induces cell cycle arrest by increasing p53 levels. Cell Cycle
11, 715–720 (2012).

27. Ignatius, M. S. et al. tp53 deficiency causes a wide tumor spectrum and
increases embryonal rhabdomyosarcoma metastasis in zebrafish. Elife https://
doi.org/10.7554/eLife.37202 (2018).

28. Zhou, R. et al. A homozygous p53 R282W mutant human embryonic stem cell
line generated using TALEN-mediated precise gene editing. Stem Cell Res. 27,
131–135 (2018).

29. Watanabe, S. et al. TP53 mutation by CRISPR system enhances the malignant
potential of colon cancer. Mol. Cancer Res. 17, 1459–1467 (2019).

30. Cancer Genome Atlas Research, N. Integrated genomic analyses of ovarian
carcinoma. Nature 474, 609–615 (2011).

31. Ferrara, N. & Kerbel, R. S. Angiogenesis as a therapeutic target. Nature 438,
967–974 (2005).

32. Patel, I. S., Madan, P., Getsios, S., Bertrand, M. A. & MacCalman, C. D.
Cadherin switching in ovarian cancer progression. Int. J. Cancer 106, 172–177
(2003).

33. Choi, P. W. et al. Loss of E-cadherin disrupts ovarian epithelial inclusion cyst
formation and collective cell movement in ovarian cancer cells. Oncotarget 7,
4110–4121 (2016).

34. Wheelock, M. J., Shintani, Y., Maeda, M., Fukumoto, Y. & Johnson, K. R.
Cadherin switching. J. Cell Sci. 121, 727–735 (2008).

35. Condello, S. et al. beta-Catenin-regulated ALDH1A1 is a target in ovarian
cancer spheroids. Oncogene 34, 2297–2308 (2015).

36. Chen, M. W. et al. The STAT3-miRNA-92-Wnt signaling pathway regulates
spheroid formation and malignant progression in ovarian cancer. Cancer Res.
77, 1955–1967 (2017).

37. Mestdagt, M. et al. Transactivation of MCP-1/CCL2 by beta-catenin/TCF-4 in
human breast cancer cells. Int. J. Cancer 118, 35–42 (2006).

38. Arend, R. C., Londono-Joshi, A. I., Straughn, J. M. Jr. & Buchsbaum, D. J. The
Wnt/beta-catenin pathway in ovarian cancer: a review. Gynecol. Oncol. 131,
772–779 (2013).

39. Sodek, K. L., Ringuette, M. J. & Brown, T. J. Compact spheroid formation by
ovarian cancer cells is associated with contractile behavior and an invasive
phenotype. Int. J. Cancer 124, 2060–2070 (2009).

40. Koneru, M., O’Cearbhaill, R., Pendharkar, S., Spriggs, D. R. & Brentjens, R. J.
A phase I clinical trial of adoptive T cell therapy using IL-12 secreting MUC-
16(ecto) directed chimeric antigen receptors for recurrent ovarian cancer. J.
Transl. Med. 13, 102 (2015).

41. Henderson, M. J. et al. EDD, the human hyperplastic discs protein, has a role
in progesterone receptor coactivation and potential involvement in DNA
damage response. J. Biol. Chem. 277, 26468–26478 (2002).

42. Huang, Y., Snuderl, M. & Jain, R. K. Polarization of tumor-associated
macrophages: a novel strategy for vascular normalization and antitumor
immunity. Cancer Cell 19, 1–2 (2011).

43. To, S. K. Y. et al. beta-catenin downregulates Dicer to promote ovarian cancer
metastasis. Oncogene 36, 5927–5938 (2017).

44. Hay-Koren, A., Caspi, M., Zilberberg, A. & Rosin-Arbesfeld, R. The EDD E3
ubiquitin ligase ubiquitinates and up-regulates beta-catenin.Mol. Biol. Cell 22,
399–411 (2011).

45. Dompe, N. et al. A whole-genome RNAi screen identifies an 8q22 gene cluster
that inhibits death receptor-mediated apoptosis. Proc. Natl Acad. Sci. USA
108, E943–951 (2011).

46. Saez, I. et al. The E3 ubiquitin ligase UBR5 interacts with the H/ACA
ribonucleoprotein complex and regulates ribosomal RNA biogenesis in
embryonic stem cells. FEBS Lett. https://doi.org/10.1002/1873-3468.13559 (2019).

47. Senft, D., Qi, J. & Ronai, Z. A. Ubiquitin ligases in oncogenic transformation
and cancer therapy. Nat. Rev. Cancer 18, 69–88 (2018).

48. Gaillard, S. L., Secord, A. A. & Monk, B. The role of immune checkpoint
inhibition in the treatment of ovarian cancer. Gynecol. Oncol. Res Pr. 3, 11
(2016).

49. Rafiq, S. et al. Targeted delivery of a PD-1-blocking scFv by CAR-T
cells enhances anti-tumor efficacy in vivo. Nat. Biotechnol. 36, 847–856
(2018).

50. Mai, J. et al. Bone marrow endothelium-targeted therapeutics for metastatic
breast cancer. J. Control Release 187, 22–29 (2014).

Acknowledgements
This work was supported in part by an NIH award (R03CA230573 to X.M.); by an award
from the Emerson Collective Cancer Research Fund (ECCRF-COR08 to X.M.); by an
NIH award (5 P01 CA190174 to R.J.B.); by an institutional award (MSKCC-GC238051 to
R.J.B.); by NIH awards (R01CA222959 and R01CA193880) to H.S.

Author contributions
M.S. designed and performed the majority of the experiments and wrote the manuscript;
O.Y., S.R., and T.P. designed and performed all CAR-T experiments; X.D. prepared lung
cryosections and contributed to establish the syngeneic intraovarian model; L.Z. did
human OC tissue preparation and analysis; T.Z. carried out the RNA-seq analyses; H.W.
analyzed the relationship between Tp53 and UBR5 in a TCGA cohort; Z.Y. contributed to
examining β-catenin expression and data analysis; J.M. and H.S. did the nanoparticle
design and preparation; B.N. and M.L. contributed to some of the TAM analysis by
FACS; R.B. and X.M. were responsible for the overall supervision of the project and
funding as well as the writing of the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41467-
020-20140-0.

Correspondence and requests for materials should be addressed to X.M.

Peer review information Nature Communications thanks Viive Howell, Yunfei Wen and
the other, anonymous, reviewer for their contribution to the peer review of this work.
Peer reviewer reports are available.

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

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

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

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

© The Author(s) 2020

ARTICLE NATURE COMMUNICATIONS | https://doi.org/10.1038/s41467-020-20140-0

16 NATURE COMMUNICATIONS |         (2020) 11:6298 | https://doi.org/10.1038/s41467-020-20140-0 | www.nature.com/naturecommunications

https://doi.org/10.7554/eLife.37202
https://doi.org/10.7554/eLife.37202
https://doi.org/10.1002/1873-3468.13559
https://doi.org/10.1038/s41467-020-20140-0
https://doi.org/10.1038/s41467-020-20140-0
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
www.nature.com/naturecommunications

	Tumor derived UBR5 promotes ovarian cancer growth and metastasis through inducing immunosuppressive macrophages
	Results
	Attenuated OC growth and peritoneal implantation of UBR5− deficient ID8 tumor
	Alterations in tumor microenvironment of ID8/Ubr5−/− tumor-bearing mice
	Essential role of TAMs in UBR5-regulated OC growth and spheroid formation
	Altered immunosuppressive properties of TAMs in UBR5-deficient tumor
	Intrinsic defects in spheroid formation in Ubr5-deficient tumor
	Impaired cytokine/chemokine production caused by UBR5 deficiency
	Requirement of UBR5 for human ovarian cancer growth and macrophage recruitment
	Enhanced OC therapeutic outcomes via targeting tumor-derived UBR5

	Discussion
	Methods
	Cell culture
	Mice and ovarian cancer models
	Bioluminescent imaging
	Patients and specimens
	Nanoparticle synthesis
	RNA isolation, qRT-PCR, and RNA sequencing
	Flow cytometry
	Western blot
	Immunostaining
	Spheroid cell proliferation assay
	3D coculture of TAMs and ID8 cells
	ELISA
	Cell proliferation assay
	Cell invasion assay
	Clonogenic assay
	Statistics and reproducibility

	Reporting summary
	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




