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Neddylation is a process in which a ubiquitin-like molecule NEDD8 is conjugated to a
lysine residue of the substrate protein via successive enzymatic cascade reactions.
Inactivation of neddylation pathway triggers tumor cell apoptosis or senescence to
suppress the tumor growth. So far, there has been limited research on the role of the
neddylation pathway (NEDD8-UBE2M-RBX1 axis) in the immune response. In this study,
we investigated the association between the neddylation pathway and immune function in
HCC by comprehensively analyzing transcriptome and clinical data of HCC samples from
TCGA database. The analysis showed that the mRNA expression of neddylation pathway
components was up-regulated in HCC and increased with disease severity. Moreover, we
observed that activated neddylation pathway was associated with enriched infiltration of T
helper 2 (Th2) cells in HCC, while transactivation of STAT5A signaling may mediate this
association. On the contrary, no significant correlation between the neddylation pathway
and Th1 cells infiltration was identified. Taken together, these findings suggest a potential
role of the neddylation pathway in promoting a shift in Th1/Th2 balance toward Th2-
dominant immunosuppression. Hence, targeting neddylation pathway could serve as an
attractive immunotherapy strategy for suppressing the development of Th2 cells.

Keywords: neddylation, Th2 cells, STAT5A, hepatocellular carcinoma, immune response
INTRODUCTION

Hepatocellular carcinoma (HCC) is the most common type of primary liver cancer and the third most
frequent cause of cancer-related death worldwide (1). Due to the high rate of recurrence and metastasis,
the five-year survival rate for advanced HCC is very low (2). As an immunogenic tumor, HCC is
characterized by strong immunosuppressive microenvironment and high immune evasion (3).
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Immunotherapy is designed to harness the immune system to
attack tumor cells, for reducing the rate of tumor recurrence and
metastasis. As a result, immunotherapy has gradually become a
promising direction for the treatment of advanced HCC (4, 5).
However, only a small number of cancer patients could benefit from
current immunotherapies. It is urgent to elucidate the regulatory
mechanisms of immune cells infiltration in HCC and identify novel
immune-related therapeutic targets.

CD4+ helper T (Th) cells are critical regulators of tumor
immunity. The cells are mainly divided into two distinct subsets
based on cytokines production and immunologic roles: Th1 and
Th2 cells (6). Th1 cells produce characteristic cytokines interleukin
(IL)-2, interferon (IFN)-g and tumor necrosis factor (TNF)-a,
which primarily mediate anti-tumor immunity and are associated
with good prognosis in HCC patients. In the meantime, Th2 cells
secret IL-4 and IL-10, facilitating tumor growth or metastasis via
immunosuppression (7, 8). Among the cytokines produced by Th2
cells, IL-4 inhibits the secretion of IFN-g by Th1 cells (9), and IL-10
suppresses the proliferation of Th1 cells as well as IFN-g production
(10, 11). Th1/Th2 imbalance has been observed in HCC patients
with an elevation of Th2-released cytokines (12). Therefore,
development of new strategies to alleviate Th2 cells infiltration
may potentially contribute to HCC treatment.

Neddylation is a process in which a ubiquitin-like molecule
neuronal precursor cell-expressed developmentally down-regulated
protein 8 (NEDD8) is conjugated to a lysine residue of the substrate
protein, via successive enzymatic cascade reactions catalyzed by
NEDD8-activating enzyme E1 (NAE, a heterodimer of NAE1 and
UBA3), NEDD8-conjuagating enzyme E2 (UBE2M or UBE2F) and
substrate-specific NEDD8-E3 ligase (RBX1 and RBX2, ect) (13–15).
The best-characterized physiological substrates of neddylation are
the cullin family members, subunits of Cullin-RING ligases (CRLs)
(16, 17). While NEDD8-conjuagating enzyme E2 UBE2M interacts
with ring-box 1 (RBX1) to catalyze the neddylation of CUL-1, -2, -3,
-4A and -4B, whereas E2 UBE2F specifically pairs with RBX2 to
promote CUL-5 neddylation and activation (18, 19). Numerous
studies have shown that inhibition of neddylation pathway leads to
inactivation of CRLs and the accumulation of various CRL
substrates, resulting in apoptosis or senescence of tumor cells (14,
15). MLN4924, a first-in-class inhibitor of NAE (20), which has
entered phase I/II/III clinical trials in patients with solid tumors or
hematological malignancies, shows potent anti-tumor activity and
well-tolerated toxicity (14, 15). All these data highlight the
neddylation pathway as a promising anticancer target.

We previously showed that, in addition to directly targeting
tumor cells, neddylation inactivation suppresses the infiltration
of myeloid-derived suppressor cells (MDSCs)/tumor-associated
tumors (TAMs) into tumor sites to foster an immunosuppressive
microenvironment, thus inhibiting the tumor growth (21, 22).
To date, studies on the role of neddylation pathway in other
tumor immune response such as Th1/Th2 balance are still
lacking. To further validate the neddylation pathway as a
promising anti-tumor target, this study investigated the
relationship between activated neddylation pathway (NEDD8-
UBE2M-RBX1 axis) and immune cell infiltration by analyzing
Frontiers in Oncology | www.frontiersin.org 2
mRNA transcriptome and clinical data of HCC samples from
The Cancer Genome Atlas (TCGA) database.
MATERIALS AND METHODS

Data Collection
The mRNA transcriptome data in TPM format and clinical
information of HCC samples were obtained from the The
Cancer Genome Atlas (TCGA) database (https://portal.gdc.
cancer.gov/). A total of 424 samples including 50 normal
tissues and 374 HCC tumor tissues were used for follow-up
research. The samples were divided into the high expression
group and low expression group according to the median value
of the target protein expression level. The detailed
clinicopathological characteristics of HCC patients were
described in Supplementary Table S1.

The protein expression datasets and clinical information (160
patients; female, n=32; male, n=128) of cancer used for the
analyses described in this study were obtained from the
Clinical Proteomic Tumor Analysis Consortium (CPTAC)
database (https://cptac-data-portal.georgetown.edu/datasets).

ROC Curve Analysis and Kaplan Meier
Survival Curve Analysis
The receiver operator characteristic (ROC) curve was used to
determine the diagnosis efficacy of each factor (R package
pROC). Kaplan-Meier analyses were compared using the log-
rank test. Survival and survminer packages were used for
Kaplan-Meier curves in R language. Survival package was used
for computing survival analyses. Survminer package was used for
summarizing and visualizing the results of survival analyses.

Immune Infiltration Analysis
The single-sample Gene Set Enrichment Analysis (ssGSEA) was
performed to quantify the infiltration levels of immune cells by
using GSVA package (23). The correlation of neddylation
pathway components or STAT5A/B with the immune cell
infiltration was examined by Spearman’s correlation analysis.

Cell Culture and Reagents
Human hepatocellular carcinoma cell line Huh7 was obtained
from the National Collection of Authenticated Cell Cultures and
passaged five to six times before use. Cells were cultured in
Dulbecco’s modified Eagle’s medium (Gbico) supplemented with
10% fetal bovine serum (Gbico) and 1% penicillin-streptomycin
solution (Gbico) at 37°C in 5% carbon dioxide. MLN4924 was
dissolved in dimethyl sulfoxide (DMSO) and kept at -20°C for in
vitro studies.

Cell Proliferation
Cells were seeded in 96-well plates with 5000 cells per well in
triplicate. Cell proliferation was analyzed using a Cell Counting
Kit-8 (CCK-8, Dojindo Laboratories) according to the
manufacturer’s recommendation.
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FIGURE 1 | Expression of neddylation pathway components and the prognostic significance in HCC. (A) mRNA levels of neddylation pathway components are
higher in hepatocellular carcinoma tissues compared with normal liver tissues. The RNAseq data in TPM form and clinical information were obtained from TCGA
(https://portal.gdc.cancer.gov/) LIHC data. (B) ROC curve analysis of neddylation pathway components. (C) High expression of neddylation pathway components is
associated with worse prognosis. (D) Neddylation pathway components positively correlate with each other.
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RNA Isolation and Real-Time PCR
Total RNA was isolated using Trizol reagent (Invitrogen) and
treated with RNase-free DNase according to the manufacturer’s
instructions. Reverse transcription was performed on 1 µg of
total RNA per sample using the PrimerScript reverse
transcription reagent kit (TaKaRa). The real-time polymerase
chain reaction (PCR) was carried out using the TB Green Premix
Ex Taq (TaKaRa) on the ABI Step One (Applied Biosystems).
The mRNA abundance in each sample was normalized to the
amount of actin. The sequences of the primers are as follows:

Human b-actin: forward 5′-TGACGTGGACATCCGCAAAG-3′,
reverse 5′-CTGGAAGGTGGACAGCGAGG-3′;
Human STAT5A: forward 5′-GCAGAGTCCGTGACAGAGG-3′,
Frontiers in Oncology | www.frontiersin.org 4
reverse 5′-CCACAGGTAGGGACAGAGTCT-3′;

Western Blotting
Cells were lysed in SDS sample buffer and denatured by heating
on 100°C for 10 minutes. Proteins were separated on 10% Bis-
Tris polyacrylamide gels. Western blot images were captured by
Amersham Imager 680 (GE Healthcare). Antibody for STAT5A
(ab32043) was purchased from Abcam. b-actin (M1210-2) was
purchased from HuaBio.

Statistical Analysis
R 3.6.3 was used for bioinformatic analysis. Spearman’s
correlation analysis was performed to assess the potential
correlations. Kaplan-Meier method and Log-rank test were
FIGURE 2 | Neddylation pathway is closely related with immune cells infiltration in HCC. ssGSEA was used to evaluate the correlation of neddylation pathway and
13 immune infiltration cells in HCC.
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used to determine the Overall Survival rate and the differences
between groups, respectively. Statistical analysis of Cell
proliferation and RT-PCR was conducted by using GraphPad
Prism. P value < 0.05 was considered statistically significant.
RESULTS

Expression of Neddylation Pathway
Components and Its Prognostic
Significance
To investigate the role of the neddylation pathway (NEDD8-
UBE2M-RBX1 axis) in the occurrence and development of HCC,
we comparatively analyzed the expression profile of major
neddylation pathway components between normal liver tissues
(n=50) and HCC tissues (n=374). The RNAseq data in TPM
form and clinical information were obtained from the TCGA-
LIHC dataset (https://portal.gdc.cancer.gov/). As shown in
Frontiers in Oncology | www.frontiersin.org 5
Figure 1A, a significant increase in the mRNA expression of
NEDD8, NEDD8-activating enzyme E1 (NAE1 and UBA3),
NEDD8-conjuagating enzyme E2 (UBE2M), or NEDD8-E3
ligase (RBX1) was detected in HCC tissues compared with
normal liver tissues. Moreover, protein levels of all five
neddylation pathway components in HCC group were higher
than those in normal group based on CPTAC data
(Supplementary Figure S1A). Meanwhile, ROC curve analysis
revealed that all the five neddylation pathway components,
especially UBE2M, had a good diagnostic value for HCC
(AUC: NEDD8 = 0.963, NAE1 = 0.920, UBA3 = 0.833,
UBE2M=0.968, and RBX1 = 0.922) (Figure 1B). These results
demonstrate that the neddylation pathway components are
transcriptionally up-regulated in HCC and may serve as
potential diagnostic markers.

We next performed Kaplan-Meier analysis and found that
HCC patients with high expression of NEDD8, NAE1, UBE2M,
or RBX1 displayed a lower overall survival rate than those with
A B

FIGURE 3 | Neddylation pathway positively correlates with the infiltration of Th2 cells, but not Th1 cells. (A) Neddylation pathway components positively correlate
with the infiltration of Th2 cells, but not Th1 cells. (B) The infiltration of Th2 cells, but not Th1 cells, is significantly increased in the activated neddylation pathway
group. **P<0.01, ***P<0.001, ns, not significant, for the indicated comparison.
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low expression of the corresponding protein (Log-rank test:
NEDD8, P=0.017; NAE1, P=0.017; UBA3, P=0.002; UBE2M,
P=0.003; and RBX1, P=0.008) (Figure 1C). In CPTAC database,
only the patients with high protein levels of UBA3 or UBE2M
conferred poorer overall survival than those with low expression
in HCC patients (Log-rank test: UBA3, P=0.029; UBE2M,
P=0.037); (Supplementary Figure S1B). Together, these
findings indicate that among these components, UBE2M
possesses better prognostic significance for HCC.

Given that neddylation involves successive enzymatic cascade
reactions catalyzed by the above-mentioned components, we
further examined the correlations of these components with each
other in the expression levels. Spearman’s correlation analysis
revealed that the neddylation pathway components were
significantly positively correlated with each other in HCC
(r=0.12-0.66, P=0.02 to P<0.001) (Figure 1D), suggesting that
these components appear to be coordinately regulated.

Neddylation Pathway Is Associated With
Th2 Cells Infiltration in HCC
HCC is considered an immunogenic tumor with strong
immunosuppressive microenvironment and high immune
evasion (3). We therefore sought to determine the relationship
between the neddylation pathway and tumor immune
Frontiers in Oncology | www.frontiersin.org 6
microenvironment in HCC. As depicted in Figure 2, we
observed that the neddylation pathway components, in varying
degrees, were negatively correlated with the infiltration of DCs
and Th17 cells, indicators for anti-tumor function. Notably, the
infiltration of Th2 cells in HCC displayed the most significant
positive correlation with all the components (Figure 2). These
observations suggest that the neddylation pathway may play an
important role in the immune response in HCC.

It has been shown that while Th1 cells mediate anti-tumor
effect, Th2 cells contribute to favor tumor growth (7, 24). Th1/
Th2 imbalance has been observed in HCC patients with down-
regulation of Th1-released cytokines and up-regulation of Th2-
released cytokines (12). Next, we further investigated the
relationship of the neddylation pathway with Th1/Th2 balance.
The analysis showed that compared with Th1 cells, Th2 cells
were much more significantly positively correlated with the
neddylation pathway (NEDD8-Th2: r=0.24, p<0.001; NAE1-
Th2: r=0.36, p<0.001; UBA3-Th2: r=0.31, p<0.001; UBE2M-
Th2: r=0.36, p<0.001; RBX1-Th2: r=0.33, p<0.001)
(Figure 3A). Moreover, a significant increase in the infiltration
level of Th2 cells, rather than Th1 cells, was identified in high
expression group of neddylation pathway components as
compared to the low expression group (Figure 3B). All these
data reveal a potential role of the neddylation pathway in
FIGURE 4 | Neddylation pathway positively correlates with Th2-released cytokines IL-4/IL-10.
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https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Zhou et al. Neddylation Promotes Th2 Cells Infiltration
promoting a shift in Th1/Th2 balance toward Th2-
dominant immunosuppression.

To further verify this result, we examined whether the
neddylation pathway is associated with Th2-released cytokines
IL-4/IL-10. Clearly, all tested pathway components except
NEDD8 (NAE1, UBA3, UBE2M, and RBX1) were positively
correlated with IL-4 and IL-10 expression, as indicated by
Spearman’s correlation analysis (Figure 4). Based on these
findings, we reasoned that the neddylation pathway may
participate in the development of Th2 cells.

Neddylation Pathway Transactivates
STAT5A
Given that activation of signal transducer and activator of
transcription 5 (STAT5) is critical for Th2 cell differentiation
(25), we then explored a possible role of STAT5 in linking the
neddylation pathway to Th2 cell infiltration in HCC. As depicted
in Figure 5A, both STAT5A and STAT5B, the two isoforms of
STAT5 were significantly up-regulated in HCC tissues as
compared to normal liver tissues (P<0.001). This observation
prompted us to determine that whether STAT5A/5B are
correlated with Th2 cell infiltration in HCC. The study showed
that the infiltration of Th2 cells in HCC was significantly
positively correlated with STAT5A (P<0.001), rather than with
STAT5B (P>0.05) (Figures 5B, C). Moreover, the infiltration of
Th2 cells in high expression group of STAT5A was significantly
higher than that in the low expression group (Figure 5D). On the
Frontiers in Oncology | www.frontiersin.org 7
contrary, no significant correlation between STAT5B expression
and the filtration of Th2 cells was identified (Figure 5E).

We next conducted Spearman’s correlation analysis to further
analyze the correlation between the neddylation pathway and
STAT5A/5B. As shown, STAT5A significantly positively
correlated with all the pathway components (STAT5A-
NEDD8: r=0.27, p<0.001; STAT5A-NAE1: r=0.27, p<0.001;
STAT5A-UBA3: r=0.42, p<0.001; STAT5A-UBE2M: r=0.39,
p<0.001; STAT5A-RBX1: r=0.25, p<0.001) (Figure 6A); While,
STAT5B only correlated with NAE1 and UBA3 (STAT5B-NAE1:
r=0 .40 , P<0.001; STAT5B-UBA3: r=0.58 , P<0.001)
(Supplementary Figure S2). To assess the co-expression of
STAT5A and neddylation pathway components in HCC, we
performed the heatmap analysis on both STAT5A low
expression- and high expression groups. The analysis revealed
significant up-regulation of these components in STAT5A high
expression group compared with the low expression group
(P<0.001) (Figure 6B).

As a potent and selective inhibitor of NAE, MLN4924 blocks
protein neddylation by inactivating the initial step of neddylation
cascade, and exerts significant anticancer effects by inhibiting cell
proliferation (14, 20). Consistent with previous studies,
MLN4924 treatment significantly inhibited the proliferation of
hepatocellular carcinoma cell line Huh7 (Figure 7A). Then we
further characterized the role of STAT5A in mediating the
neddylation pathway in HCC. Clearly, MLN4924 treatment led
to a significant time-dependent decrease in both the mRNA and
A B C

ED

FIGURE 5 | STAT5A, but not STAT5B, is associated with Th2 cells infiltration. (A) STAT5A and STAT5B are significantly up-regulated in HCC compared with normal
liver tissues. (B, C) Th2 cells infiltration in HCC is positively correlated with STAT5A, but not STAT5B. (D, E) Th2 cells infiltration is increased in STAT5A high group,
but not in STAT5B high group. ***P<0.001, ns, not significant, for the indicated comparison.
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protein levels of STAT5A (Figure 7B). These data suggest that
the neddylation pathway may promote the development of Th2
cells by transactivating STAT5A.
DISCUSSION

HCC is considered an immunogenic tumor with a strong
immune suppressive microenvironment as well as a high
immune evasion (3). In this study, we analyzed mRNA
sequencing data of HCC samples that were collected from the
TCGA database and identified a significant correlation between
the neddylation pathway (NEDD8-UBE2M-RBX1 axis) and Th2
cells infiltration in HCC. Hence, this study provided novel
insights into the role of the neddylation pathway in Th2 cell-
mediated tumor immunosuppression (Figure 7C).
Frontiers in Oncology | www.frontiersin.org 8
Extensive studies have shown that while the neddylation
pathway components are abnormally activated in multiple types
of cancers, the pathway inhibition can trigger cancer cell apoptosis
or senescence to significantly suppress the tumor growth (14, 15).
These studies developed sound rationale for targeting the
neddylation pathway as an attractive anti-tumor therapeutic
strategy. However, there has been limited research on the role of
the neddylation pathway in the immune response. In the previous
studies, we found that, in addition to targeting cancer cells,
neddylation inactivation can inhibit the infiltration of myeloid-
derived suppressor cells (MDSCs)/tumor-associated tumors
(TAMs) into the tumor sites to foster an immunosuppressive
microenvironment, thereby suppressing the tumor growth (21,
22). Here, we investigated the association between the neddylation
pathway and immune function in HCC by comprehensively
analyzing transcriptome and clinical data of HCC samples from
A

B

FIGURE 6 | Neddylation pathway positively correlates with STAT5A. (A) Neddylation pathway components positively correlate with STAT5A. (B) Neddylation
pathway components are increased in STAT5A high group. ***P<0.001, for the indicated comparison.
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TCGA database. The present study showed that the infiltration level
of Th2 cells rather than Th1 cells was significantly increased in high
expression group of neddylation pathway as compared to the low
expression group. Moreover, we observed that Th2-cytokines such
as IL-4 and IL-10 were more significantly expressed in the high
expression group of neddylation pathway. Collectively, these
findings suggest a potential role of the neddylation pathway in
promoting a shift in Th1/Th2 balance toward Th2 cells. Naive T
lymphocytes (Th0) can differentiate into Th1 and Th2 cells which
exert anti- and pro-tumor effects, respectively. It has been shown
that the Th1/Th2 balance is disturbed in HCC patients with down-
Frontiers in Oncology | www.frontiersin.org 9
regulation of Th1-released cytokines and up-regulation of Th2-
released cytokines (12). In the present study, we provided more
evidence that targeting neddylation pathway could be an attractive
immunotherapy regimen for suppressing the shift from Th1 to
Th2 cells.

We further analyzed the expression of key factors in the
pathway of Th2 differentiation to investigate mechanisms
underlying the role of the neddylation pathway in Th2 cell
development. While activated STAT5 has been found to play an
irreplaceable role in differentiation of Th0 cells into Th2 cells (25),
the activation of STAT5 is dependent on its posttranslational
A B

C

FIGURE 7 | Inactivation of neddylation pathway suppresses the transcription of STAT5A in HCC cells. (A) MLN4924 treatment significantly inhibited the proliferation
of hepatocellular carcinoma cell line Huh7. (B) MLN4924 treatment decreases STAT5A mRNA and protein levels. Huh7 cells were treated with MLN4924 in a time-
dependent manner as indicated. (C) Shown is a working model depicting the potential mechanism of neddylation pathway involved in the development of Th2 cells
to favor tumor progression. ***P<0.001, for the indicated comparison.
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modifications, including phosphorylation, acetylation,
SUMOylation, and ubiquitination (26). In the present study, the
analysis on the RNAseq data revealed that the neddylation
pathway positively correlated with STAT5A, the most dominant
isoform of STAT5 capable of inducing the expression of
downstream IL-4. Moreover, we found that MLN4924-induced
inactivation of neddylation pathway significantly inhibited the
transcriptional expression of STAT5A in vitro. Together, these
results imply that the transcriptional activation of STAT5A might
be involved in the regulation of Th2 cell development by the
neddylation pathway. Interestingly, MLN4924 treatment resulted
in weak band-shift of STAT5A, which merits further investigation.

There are still some limitations in this study. First, while we
identified a positive correlation between the neddylation
pathway and Th2 cell infiltration in HCC, this finding needs to
be further characterized in the tumor-bearing mouse model by
using specific pharmacologic agents or genetically targeting the
neddylation pathway. Second, neddylation pathway-regulated
transcriptional expression of STAT5A awaits further
investigation both in vitro and in vivo.

In conclusion, this study presents evidence that activated
neddylation pathway is associated with enriched Th2 cell
infiltration in HCC, while the transactivation of STAT5A
signaling may mediate the association. Meanwhile, we showed
that neddylation pathway exerts obvious effects on HCC patients’
clinical outcome, suggesting a critical role of the pathway in HCC
progression. Hence, targeting neddylation pathway for inhibition
of Th2 cell development could serve as a potentially attractive
anti-tumor immunotherapy strategy.
Frontiers in Oncology | www.frontiersin.org 10
DATA AVAILABILITY STATEMENT

The original contributions presented in the study are included in
the article/Supplementary Material. Further inquiries can be
directed to the corresponding authors.
AUTHOR CONTRIBUTIONS

LSZ, LYZ, SC, DS, and JQ were involved in study
conceptualization, methodology, data collection and analysis.
LSZ, DS, and JQ were involved in manuscript writing and
reviewing. All authors contributed to the article and approved
the submitted version.
FUNDING

This work was supported by the National Natural Science
Foundation of China (Grant Nos. 81702244, 81871870, and
82073069), and Zhejiang Provincial Natural Science
Foundation of China (Grant No. LY21H160008).
SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online
at: https://www.frontiersin.org/articles/10.3389/fonc.2021.
709170/full#supplementary-material
REFERENCES
1. Llovet JM, Zucman-Rossi J, Pikarsky E, Sangro B, Schwartz M, Sherman M,

et al. Hepatocellular Carcinoma. Nat Rev Dis Primers (2016) 2:16018. doi:
10.1038/nrdp.2016.18

2. Allemani C, Matsuda T, Di Carlo V, Harewood R, Matz M, Niksic M, et al.
Global Surveillance of Trends in Cancer Survival 2000-14 (CONCORD-3):
Analysis of Individual Records for 37 513 025 Patients Diagnosed With One
of 18 Cancers From 322 Population-Based Registries in 71 Countries. Lancet
(2018) 391(10125):1023–75. doi: 10.1016/S0140-6736(17)33326-3

3. Tagliamonte M, Mauriello A, Cavalluzzo B, Ragone C, Manolio C, Petrizzo A,
et al. Tackling Hepatocellular Carcinoma With Individual or Combinatorial
Immunotherapy Approaches. Cancer Lett (2020) 473:25–32. doi: 10.1016/
j.canlet.2019.12.029

4. Inarrairaegui M, Melero I, Sangro B. Immunotherapy of Hepatocellular
Carcinoma: Facts and Hopes. Clin Cancer Res (2018) 24(7):1518–24. doi:
10.1158/1078-0432.CCR-17-0289

5. Llovet JM, Montal R, Sia D, Finn RS. Molecular Therapies and Precision
Medicine for Hepatocellular Carcinoma. Nat Rev Clin Oncol (2018) 15
(10):599–616. doi: 10.1038/s41571-018-0073-4

6. Fowler DH. Rapamycin-Resistant Effector T-Cell Therapy. Immunol Rev
(2014) 257(1):210–25. doi: 10.1111/imr.12127

7. Mantovani A, Allavena P, Sica A, Balkwil F. Cancer-Related Inflammation.
Nature (2008) 454(7203):436–44. doi: 10.1038/nature07205

8. Lee HL, Jang JW, Lee SW, Yoo SH, Kwon JH, Nam S, et al. Inflammatory
Cytokines and Change of Th1/Th2 Balance as Prognostic Indicators for
Hepatocellular Carcinoma in Patients Treated With Transarterial
Chemoembolization. Sci Rep (2019) 9(1):3260. doi: 10.1038/s41598-019-40078-8

9. Narsale A, Moya R, Davies JD. Human CD4(+) CD25(+) CD127(hi) Cells
and the Th1/Th2 Phenotype. Clin Immunol (2018) 188:103–12. doi: 10.1016/
j.clim.2018.01.003
10. Mosmann TR, Moore KW. The Role of IL-10 in Crossregulation of TH1 and
TH2 Responses. Immunol Today (1991) 12(3):A49–53. doi: 10.1016/S0167-
5699(05)80015-5

11. Zhao X, Liu J, Ge S, Chen C, Li S, Wu X, et al. Saikosaponin A Inhibits Breast
Cancer by Regulating Th1/Th2 Balance. Front Pharmacol (2019) 10:624. doi:
10.3389/fphar.2019.00624

12. Ji L, Gu J, Chen L, Miao D. Changes of Th1/Th2 Cytokines in Patients With
Primary Hepatocellular Carcinoma After Ultrasound-Guided Ablation. Int J
Clin Exp Pathol (2017) 10(8):8715–20.

13. Enchev RI, Schulman BA, Peter M. Protein Neddylation: Beyond Cullin-RING
Ligases. Nat Rev Mol Cell Biol (2015) 16(1):30–44. doi: 10.1038/nrm3919

14. Zhou L, Zhang W, Sun Y, Jia L. Protein Neddylation and Its Alterations in
Human Cancers for Targeted Therapy. Cell Signal (2018) 44:92–102. doi:
10.1016/j.cellsig.2018.01.009

15. Zhou L, Jia L. Targeting Protein Neddylation for Cancer Therapy. Adv Exp
Med Biol (2020) 1217:297–315. doi: 10.1007/978-981-15-1025-0_18

16. Petroski MD, Deshaies RJ. Function and Regulation of Cullin-RING
Ubiquitin Ligases. Nat Rev Mol Cell Biol (2005) 6(1):9–20. doi: 10.1038/
nrm1547

17. Nakayama KI, Nakayama K. Ubiquitin Ligases: Cell-Cycle Control and
Cancer. Nat Rev Cancer (2006) 6(5):369–81. doi: 10.1038/nrc1881

18. Huang DT, Ayrault O, Hunt HW, Taherbhoy AM, Duda DM, Scott DC, et al.
E2-RING Expansion of the NEDD8 Cascade Confers Specificity to Cullin
Modification.Mol Cell (2009) 33(4):483–95. doi: 10.1016/j.molcel.2009.01.011

19. Zhou L, Zhu J, Chen W, Jiang Y, Hu T, Wang Y, et al. Induction of NEDD8-
Conjugating Enzyme E2 UBE2F by Platinum Protects Lung Cancer Cells
From Apoptosis and Confers to Platinum-Insensitivity. Cell Death Dis (2020)
11(11):975. doi: 10.1038/s41419-020-03184-4

20. Soucy TA, Smith PG, Milhollen MA, Berger AJ, Gavin JM, Adhikari S, et al.
An Inhibitor of NEDD8-Activating Enzyme as a New Approach to Treat
Cancer. Nature (2009) 458(7239):732–6. doi: 10.1038/nature07884
November 2021 | Volume 11 | Article 709170

https://www.frontiersin.org/articles/10.3389/fonc.2021.709170/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fonc.2021.709170/full#supplementary-material
https://doi.org/10.1038/nrdp.2016.18
https://doi.org/10.1016/S0140-6736(17)33326-3
https://doi.org/10.1016/j.canlet.2019.12.029
https://doi.org/10.1016/j.canlet.2019.12.029
https://doi.org/10.1158/1078-0432.CCR-17-0289
https://doi.org/10.1038/s41571-018-0073-4
https://doi.org/10.1111/imr.12127
https://doi.org/10.1038/nature07205
https://doi.org/10.1038/s41598-019-40078-8
https://doi.org/10.1016/j.clim.2018.01.003
https://doi.org/10.1016/j.clim.2018.01.003
https://doi.org/10.1016/S0167-5699(05)80015-5
https://doi.org/10.1016/S0167-5699(05)80015-5
https://doi.org/10.3389/fphar.2019.00624
https://doi.org/10.1038/nrm3919
https://doi.org/10.1016/j.cellsig.2018.01.009
https://doi.org/10.1007/978-981-15-1025-0_18
https://doi.org/10.1038/nrm1547
https://doi.org/10.1038/nrm1547
https://doi.org/10.1038/nrc1881
https://doi.org/10.1016/j.molcel.2009.01.011
https://doi.org/10.1038/s41419-020-03184-4
https://doi.org/10.1038/nature07884
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Zhou et al. Neddylation Promotes Th2 Cells Infiltration
21. Zhou L, Jiang Y, Liu X, Li L, Yang X, Dong C, et al. Promotion of Tumor-
Associated Macrophages Infiltration by Elevated Neddylation Pathway via
NF-kappaB-CCL2 Signaling in Lung Cancer. Oncogene (2019) 38(29):5792–
804. doi: 10.1038/s41388-019-0840-4

22. Zhou L, Jiang Y, Luo Q, Li L, Jia L. Neddylation: A Novel Modulator of the Tumor
Microenvironment. Mol Cancer (2019) 18(1):77. doi: 10.1186/s12943-019-0979-1

23. Hanzelmann S, Castelo R, Guinney J. GSVA: Gene Set Variation Analysis for
Microarray and RNA-Seq Data. BMC Bioinf (2013) 14:7. doi: 10.1186/1471-2105-14-7

24. Budhu A, Forgues M, Ye QH, Jia HL, He P, Zanetti KA, et al. Prediction of
Venous Metastases, Recurrence, and Prognosis in Hepatocellular Carcinoma
Based on a Unique Immune Response Signature of the Liver Microenvironment.
Cancer Cell (2006) 10(2):99–111. doi: 10.1016/j.ccr.2006.06.016

25. Zhu J, Cote-Sierra J, Guo L, Paul WE. Stat5 Activation Plays a Critical Role in Th2
Differentiation. Immunity (2003) 19(5):739–48. doi: 10.1016/S1074-7613(03)00292-9

26. Rani A, Murphy JJ. STAT5 in Cancer and Immunity. J Interferon Cytokine Res
(2016) 36(4):226–37. doi: 10.1089/jir.2015.0054
Frontiers in Oncology | www.frontiersin.org 11
Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2021 Zhou, Zhang, Chen, Sun and Qu. This is an open-access article
distributed under the terms of the Creative Commons Attribution License (CC BY).
The use, distribution or reproduction in other forums is permitted, provided the
original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice. No
use, distribution or reproduction is permitted which does not comply with these terms.
November 2021 | Volume 11 | Article 709170

https://doi.org/10.1038/s41388-019-0840-4
https://doi.org/10.1186/s12943-019-0979-1
https://doi.org/10.1186/1471-2105-14-7
https://doi.org/10.1016/j.ccr.2006.06.016
https://doi.org/10.1016/S1074-7613(03)00292-9
https://doi.org/10.1089/jir.2015.0054
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

	Elevated Neddylation Pathway Promotes Th2 Cells Infiltration by Transactivating STAT5A in Hepatocellular Carcinoma
	Introduction
	Materials and Methods
	Data Collection
	ROC Curve Analysis and Kaplan Meier Survival Curve Analysis
	Immune Infiltration Analysis
	Cell Culture and Reagents
	Cell Proliferation
	RNA Isolation and Real-Time PCR
	Western Blotting
	Statistical Analysis

	Results
	Expression of Neddylation Pathway Components and Its Prognostic Significance
	Neddylation Pathway Is Associated With Th2 Cells Infiltration in HCC
	Neddylation Pathway Transactivates STAT5A

	Discussion
	Data Availability Statement
	Author Contributions
	Funding
	Supplementary Material
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


