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The circadian gene ARNTL2 promotes nasopharyngeal
carcinoma invasiveness and metastasis through suppressing

AMOTL2-LATS-YAP pathway
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Metastasis is the major culprit of treatment failure in nasopharyngeal carcinoma (NPC). Aryl hydrocarbon receptor nuclear
translocator like 2 (ARNTL2), a core circadian gene, plays a crucial role in the development of various tumors. Nevertheless, the
biological role and mechanism of ARNTL2 are not fully elucidated in NPC. In this study, ARNTL2 expression was significantly
upregulated in NPC tissues and cells. Overexpression of ARNTL2 facilitated NPC cell migration and invasion abilities, while inhibition
of ARNTL2 in similarly treated cells blunted migration and invasion abilities in vitro. Consistently, in vivo xenograft tumor models
revealed that ARNTL2 silencing reduced nude mice inguinal lymph node and lung metastases, as well as tumor growth.
Mechanistically, ARNTL2 negatively regulated the transcription expression of AMOTL2 by directly binding to the AMOTL2 promoter,
thus reducing the recruitment and stabilization of AMOTL2 to LATS1/2 kinases, which strengthened YAP nuclear translocation by
suppressing LATS-dependent YAP phosphorylation. Inhibition of AMOTL2 counteracted the effects of ARNTL2 knockdown on NPC
cell migration and invasion abilities. These findings suggest that ARNTL2 may be a promising therapeutic target to combat NPC
metastasis and further supports the crucial roles of circadian genes in cancer development.
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INTRODUCTION

Nasopharyngeal carcinoma (NPC) is a metastasis-prone head
and neck malignancy [1, 2]. As reported, over 70% of patients
develop metastasis to cervical lymph nodes [2, 3], and 20-30%
of cases experience distant metastasis, most commonly to the
bones, lungs, and liver [4]. Modern clinical practice has largely
improved the disease progression of NPC patients owing to early
screening and improved therapeutic regiments, such as plasma
Epstein-Barr virus DNA detection and the combination of
intensity-modulated radiotherapy and chemotherapy [5, 6].
However, the survival benefits of patients with metastasis
remain very limited. Therefore, it is extremely urgent to
elucidate the molecular mechanism involved in NPC metastasis
to facilitate the development of specific therapeutic options
against NPC metastasis.

Circadian rhythms, driven by circadian genes, are widely
present in almost all organisms and coordinate various
biological processes [7]. Epidemiological evidence supports that
disruption of circadian rhythms increases the risk of human
cancers, including nasopharyngeal carcinoma, colon carcinoma,
breast cancer, prostate cancer, and lung cancer [8-13]. As a

result, “shift work that involves circadian disruption” is classified
as potentially carcinogenic to human (Group 2A) by the
International Agency for Research on Cancer (IARC) in 2007.
These data suggest that dysregulation of circadian genes is
potentially important in the pathogenesis of cancers. Recent
studies have reported that multiple circadian genes, especially
PER-ARNT-SIM (PAS) superfamily, are responsible for NPC
progression. For example, overexpression of PER2 attenuated
NPC cell proliferation, metastasis, and chemoradiotherapy
resistance [14]. Additionally, our colleagues’ previous study
revealed that ARNTL exhibited low expression in NPC and
inhibited tumorigenesis and cisplatin resistance by targeting
CDKS5, but did not affect cell migration and invasion abilities [15].
Interestingly, we found that the circadian transcription factor
ARNTL2, a paralog of ARNTL, was upregulated in NPC when we
analyzed GSE12452 dataset, indicating that ARNTL2 may have
different roles from ARNTL in the development of NPC. However,
the role and mechanism of ARNTL2 in NPC are yet poorly
understood.

In this study, we identified that a core circadian gene, ARNTL2,
played an essential role in NPC metastasis. Our results showed
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Fig. 1

ARNTL2 is upregulated and associated with metastasis in NPC. A The relative mRNA levels of ARNTL2 in NPC tissues and normal

tissues based on four microarray data from the GEO database (GSE12452, GSE53819, GSE13597, and GSE61218). B, C The relative mRNA and
protein levels of ARNTL2 in a normal nasopharyngeal epithelial cell line (NP69) and six NPC cell lines (CNE1, CNE2, HNE1, SUNE1, HONE1, HK-1)
followed by RT-qPCR and western blotting. D The protein level of ARNTL2 in normal tissues and NPC tissues. E Heatmap of the differentially
expressed genes ([fold-change| > 1.5 and P < 0.05) from the RNA seq data based on HONE1 cells with or without ARNTL2 knockdown (n = 3).
F GSEA analysis of the RNA-seq data revealed that high expression of ARNTL2 was correlated with tumor metastasis. Data are presented as

means + SD. *P < 0.05; **P < 0.01; ***P < 0.001.

that the upregulation of ARNTL2 significantly facilitated NPC cell
migration and invasion abilities by inhibiting AMOTL2 transcrip-
tion to increase YAP nuclear translocation. The findings give sights
into the role and mechanism of ARNTL2 in NPC.

RESULTS

ARNTL2 is highly expressed in NPC tissues and cells

To gain an insight into the expression status of ARNTL2 in NPC, we
first downloaded four public NPC microarray data (GSE12452,
GSE53819, GSE13597, and GSE61218) and compared the mRNA
level of ARNTL2 between NPC and normal tissue samples. The
results showed that the mRNA level of ARNTL2 in NPC tissues was
dramatically upregulated compared with normal tissues (Fig. 1A).
Also, we evaluated the mRNA levels of ARNTL2 in a normal
nasopharyngeal epithelial (NPE) cell line (NP69) and six NPC cell
lines (CNE1, CNE2, HNE1, SUNE1, HONE1, and HK-1). The results
also confirmed that the mRNA level of ARNTL2 in NPC cells was
significantly higher (Fig. 1B). Subsequently, we detected the
protein levels of ARNTL2 in NPE and NPC tissues and cells, and
obtained consistent results (Fig. 1C, D). These data suggest that

SPRINGER NATURE

ARNTL2 is highly expressed in NPC and might function as an
oncogene in tumor progression.

ARNTL2 promotes NPC cell migration and invasion abilities
in vitro

To investigate the potential biological role of ARNTL2 in NPC, we
performed RNA-seq analysis in HONE1 cells with or without
ARNTL2 knockdown. As shown in Fig. 1E and Supplementary
Table S3, a total of 1623 differentially expressed genes, including
777 upregulated and 846 downregulated genes, were identified
(Ifold-change| > 1.5 and P<0.05). GSEA analysis revealed a
significant enrichment of multiple metastasis-related gene sets
in the high ARNTL2 expression group (Fig. 1F), indicating
potentially a pro-metastatic role of ARNTL2 in NPC.

To confirm whether ARNTL2 is a regulator of metastatic ability
in NPC, we performed transient overexpression or knockdown of
ARNTL2 in EBV-negative (HONE1) and EBV-positive (HK-1) NPC
cell lines (Fig. 2A, B). Wound healing and Transwell assays were
then performed to explore the effects of ARNTL2 on NPC cell
migration and invasion abilities. Notably, overexpression of
ARNTL2 enhanced NPC cell migration and invasion abilities (Fig.
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Fig.2 ARNTL2 promotes NPC cell migration and invasion abilities in vitro. A, B The transfection efficiencies of ARNTL2 overexpression and
knockdown in HONE1 and HK-1 cells using RT-qPCR and western blotting assays. C Wound healing migration assay in HONE1 and HK-1 cells
with ARNTL2 overexpression (x 100). D Transwell migration and invasion assays without or with Matrigel in HONE1 and HK-1 cells with
ARNTL2 overexpression (x100). E Wound healing migration assay in HONE1 and HK-1 cells with ARNTL2 knockdown (x100). F Transwell
migration and invasion assays without or with Matrigel in HONE1 and HK-1 cells with ARNTL2 silencing (x100). Representative images are left
panel and statistical analyses are right panel. Data are presented as means + SD. **P < 0.01; ***P < 0.001.
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2C, D). In contrast, knockdown of ARNTL2 remarkably impaired effect on NPC cell proliferation (Supplementary Fig. S1). These
NPC cell migration and invasion abilities (Fig. 2E, F). However, findings indicate that ARNTL2 may mainly promotes metastasis
neither overexpression nor depletion of ARNTL2 had no or little in NPC development.
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Fig. 3 ARNTL2 suppresses the expression of AMOTL2 by regulating its transcription in NPC. A KEGG analysis based on the differentially
expressed genes from the RNA-seq data. B Identification of potential targets of ARNTL2. 17 genes including AMOTL2 were obtained by
overlapping the genes from the RNA-seq data (| fold-change | > 1.5 and corrected P < 0.01) and the ChiIP-seq data (promoter and corrected
P <0.001). C, D RT-gPCR and western blotting analyses of AMOTL2 expression in HONE1 and HK-1 cells with ARNTL2 overexpression or
knockdown. E The staining extents of all sections were scored as follows: 0 (weak), 1 (moderate), and 2 (strong). Scale bar, 100 pm. F The IHC
scores of AMOTL2 and ARNTL2 in NPC tissues without (n = 12) or with (n = 12) distant metastasis. G The IHC score of AMOTL2 in low ARNTL2
group and high ARNTL2 group in NPC tissues (n = 24). H ARNTL2-binding motif (up) and ARNTL2-binding site in AMOTL2 promoter predicted
by ChIP-seq analysis. I ChIP-gPCR analysis of ARNTL2 at the AMOTL2 promoter in HONE1 and HK-1 cells transfected with ARNTL2
overexpression plasmid. J Luciferase reporter assays of AMOTL2 promoter activity in ARNTL2 overexpression or knockdown HONE1 and HK-1
cells with wild type or mutant luciferase reporter. The relative activity of cells was presented as firefly/renilla luciferase activity. Data are
presented as means + SD. *P < 0.05; **P < 0.01; ***P < 0.001; ns, not significant.

ARNTL2 represses the expression of AMOTL2 by regulating its
transcription

ARNTL2 is a basic helix-loop-helix (bHLH) transcription factor [16]
and was correlated with transcriptional misregulation in cancer in
KEGG pathway analysis based on the differential genes of the
RNA-seq data (Fig. 3A), indicating a potential role of ARNTL2 in
gene transcription in NPC progression. Thus, to gain a global view
of ARNTL2-binding chromatin distribution, we conducted a ChIP-
seq analysis in HONE1 cells with ARNTL2 overexpression. In total,
we identified 1924 ARNTL2-binding peaks for 1612 genes
(P<0.001), among which 65.8% were localized to promoters
(Supplementary Table S4). To further determine ARNTL2-regulated
downstream target, we overlapped the genes from the RNA-seq
data ([fold-change| > 1.5 and corrected P < 0.01) and the ChiP-seq
data (promoter, corrected P < 0.001) and identified 17 overlapping
genes (Fig. 3B and Supplementary Fig. S2). Among these, AMOTL2
attracted our interest. AMOTL2 is a member of angiomotin family
that are initially identified as binding proteins of angiostatin that
mediate endothelial cell migration and tube formation [17, 18].
Particularly, AMOTL2 is required for cell migration in zebrafish
embryos and endothelial cells [19]. We found that the mRNA and
protein levels of AMOTL2 were significantly changed regardless of
ARNTL2 overexpression or knockdown in both HONE1 and HK-1
cells (Fig. 3C, D). Additionally, we examined the expression of
ARNTL2 and AMOTL2 in 24 NPC tissues with or with distant
metastasis using IHC staining and then performed IHC score for all
sections according to the following criteria: 0 (weak), 1 (moderate),
and 2 (strong) (Fig. 3E). ARNTL2 showed a higher expression in
NPC tissues with metastasis, but AMOTL2 presented a opposite
result (Fig. 3F). Subsequently, tissues with an ARNTL2 IHC score of
2 were classified as high expression group, low expression group
otherwise. We found that low ARNTL2 group had a higher
AMOTL2 expression (Fig. 3G), which indicated that the expression
of AMOTL2 might be associated with NPC metastasis and was
negatively regulated by ARNTL2 in NPC tissues.

To determine whether ARNTL2 represses AMOTL2 expression
by regulating its transcription, we constructed AMOTL2 promoter
WT and mutant plasmids (Fig. 3H and Supplementary Table S5),
and ChIP-gPCR and dual-luciferase reporter assays were
employed. As expected, ARNTL2 protein could directly bind to
the promoter of AMOTL2 (Fig. 3l). Overexpression or knockdown
of ARNTL2 markedly attenuated or enhanced the luciferase
activity of AMOTL2 promoter, but failed to regulate the activity
of the mutant AMOTL2 promoter (Fig. 3J), revealing that AMOTL2
was transcriptionally inhibited by ARNTL2.

ARNTL2 increases YAP nuclear translocation by suppressing
YAP phosphorylation

KEGG pathway analysis demonstrated that ARNTL2 was associated
with the Hippo signaling pathway (Fig. 3A). Hippo signaling
pathway represents a tumor suppressor pathway that functions in
diverse biological processes, including metastasis [20]. YAP is a key
downstream effector of the Hippo signaling pathway, and its
phosphorylation, as reported, drives cytoplasmic localization and
prevents YAP-mediated transactivation in the nucleus [21].

Cell Death and Disease (2024)15:466

Immunofluorescence assay showed that elevated ARNTL2 expres-
sion reduced the cytoplasmic localization, but augmented YAP
nuclear localization, while silencing of ARNTL2 presented the
opposite effect (Fig. 4A, B). The cytoplasmic and nuclear protein
fractionation assay also exhibited consistent results (Fig. 4C, D).
Studies have demonstrated the major mechanism of YAP
excluded from the nucleus is regulated, to a large extent, by
PYAP-S127 [22]. Thus, we detected the expression of pYAP-S127
and total YAP in HONE1 and HK-1 cells with ARNTL2 over-
expression or knockdown. The results showed that ARNTL2
overexpression suppressed the expression of pYAP-S127, while
ARNTL2 knockdown markedly facilitated the expression of pYAP-
S127. Nevertheless, total YAP protein was not evidently changed
regardless of overexpression or knockdown of ARNTL2 (Fig. 4E).
Furthermore, we examined the impact of ARNTL2 knockdown on
YAP phosphorylation in HONE and HK-1 cells expressing YAP WT
or YAP 55A mutant, which cannot be phosphorylated by LATS
kinase. As expected, ARNTL2 depletion increased pYAP-S127
expression in YAP-WT-expressing cells, but had no evident effect
in YAP 5SA-expressing cells (Fig. 4F), suggesting that ARNTL2
induces YAP translocation from the cytoplasm to the nucleus by
regulating YAP phosphorylation.

AMOTL2 facilitates LATS-dependent YAP phosphorylation via
the recruitment and stabilization of LATS1/2 kinases
PYAP-5127 is a direct phosphorylation site by LATS kinase and is
often used to gauge LATS activity [23]. Studies have demonstrated
that AMOT family can recruit LATS1/2 kinases to influence their
activities [24, 25]. Thus, we separately examined the effects of
ARNTL2 and AMOTL2 after overexpression or knockdown on
LATS1/2 expression, and found that ARNTL2 negatively regulate
the expression of LATS1/2 (Fig. 5A) and AMOTL2 positively
regulated the expression of LATS1/2 kinases (Fig. 5B). Further-
more, we also detected the LATS1/2 expression in HONE1 and HK-
1 cells with AMOTL2 overexpression after cycloheximide (CHX)
treatment. The results showed that AMOTL2 enhanced the
stability of the endogenous and exogenous LATS1 and LATS2
kinases through CHX treatment (Fig. 5C). Notably, LATS1/2 silen-
cing reversed AMOTL2-mediated upregulation of pYAP-S127 (Fig.
5D). Then, we performed co-immunoprecipitation and immuno-
fluorescence assays to explore the interaction between AMOTL2
and LATS1/2. The results showed that AMOTL2 could bind to
LATS1/2 kinases (Fig. 5E, F). These results suggest that AMOTL2
can recruit and stabilize LATS1/2 kinases.

AMOTL2 is required for ARNTL2 facilitating NPC cell migration
and invasion in vitro

As described in previous studies, AMOT family proteins including
AMOTL2 exert a negative effect on YAP nuclear translocation [26],
which is associated with tumor metastasis [20]. To investigate the
importance of AMOTL2 in ARNTL2 regulating LATS-YAP pathway
and NPC metastasis, we performed double-knockdown of ARNTL2
and AMOTL2 in HONE1 and HK-1 cells. The results showed that
AMOTL2 knockdown reversed ARNTL2 inhibition-induced upre-
gulation of AMOTL2, LATS1/2 and pYAP-S127 and downregulation

SPRINGER NATURE
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Fig.4 ARNTL2 increases YAP nuclear translocation by suppressing its phosphorylation. A, B Representative anti-YAP immunofluorescence
images of HONE1 and HK-1 cells with ARNTL2 overexpression or knockdown (upper panel). The nuclear YAP intensities of 60 cells were
calculated using Image J software (lower panel). Green, YAP; Blue, DAPI, Scale bar, 5pm. C, D Western blotting for YAP protein from the
cytosolic and nuclear extracts of HONE1 and HK-1 cells with ARNTL2 overexpression or knockdown. E Western blotting for pYAP-S127 and YAP
proteins from HONE1 and HK-1 cells with ARNTL2 overexpression or knockdown. F Western blotting for pYAP-S127 and YAP proteins from
ARNTL2-depletion HONE1 and HK-1 cells co-transfected with YAP-WT or YAP-5SA plasmid. Data are presented as means + SD. ***P < 0.001.
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Fig. 5 AMOTL2 facilitates LATS-dependent YAP phosphorylation via the recruitment and stabilization of LATS1/2 kinases. A Western
blotting for LATS1/2 kinases in HONE1 and HK-1 cells with ARNTL2 overexpression or knockdown. B Western blotting for LATS1/2 kinases in
HONE1 and HK-1 cells with AMOTL2 overexpression or knockdown. C Western blotting for LATS1/2 kinases in HONE1 and HK-1 cells
transfected with AMOTL2-Flag and the empty vector plasmids after cycloheximide (CHX) treatment. D Western blotting for LATS1/2, pYAP-
S127, and YAP proteins from HONE1 and HK-1 cells expressing AMOTL2 or vector and co-transfected with siLATS1/2. E Co-
immunoprecipitation with anti-Flag antibody in HONE1 and HK-1 cells transfected with AMOTL2-Flag and the empty vector plasmids.
F Immunofluorescence assays for colocalization between AMOTL2 and LATS1 or LATS2 in HONE1 and HK-1 cells. Red, LATS1 or LATS2; Green,
AMOTL2; Blue, DAPI. Scale bar, 5. Data are presented as means + SD. **P < 0.01, ***P < 0.001.
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C Wound healing migration assay in HONE1 and HK-1 cells with concurrent knockdown of ARNTL2 and AMOTL2 (x100). D Transwell migration
and invasion assays without or with Matrigel in HONE1 and HK-1 cells with concurrent knockdown of ARNTL2 and AMOTL2 (x100). Data are

shown as means + SD. *P < 0.05; **P < 0.01; ***P < 0.001.

of nuclear YAP (Fig. 6A, B), which revealed that AMOTL2 is
required for the activation of LATS-YAP pathway by ARNTL2.
Moreover, downregulation of AMOTL2 effectively rescued the
inhibitory effect on NPC cell migration and invasion abilities
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mediated by ARNTL2 depletion (Fig. 6C, D). Based on these data,
we propose that AMOTL2 is necessary for ARNTL2-driven YAP
transporting to nucleus in LATS-dependent YAP phosphorylation
manner, thus promoting NPC cell migration and invasion abilities.
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Fig. 7 ARNTL2 knockdown disturbs NPC invasiveness and metastasis in vivo. Inguinal lymph node and lung metastasis models were
constructed by injecting the stably ARNTL2-interfered HONE1 cells or control cells into the footpad or tail vein of nude mice (n = 6 per group).
A Inguinal lymph nodes (left) and their volumes (right). volume = (length x width?)/2. B Representative images of H&E staining showed that
the primary footpad tumor invaded in the skin and muscle. Scale bar, 100 pm. C Representative IHC images of pan-cytokeratin-positive
inguinal lymph node (left) and the number of metastatic lymph nodes in the shARNTL2 and control groups. D Representative images of
metastatic lung tumors and the number of metastatic nodules on the lung surface between the shARNTL2 and control groups.
E Representative images of H&E staining for lung tumors and the number of microscopic metastatic nodules in the shARNTL2 and control
groups. F Representative IHC images and IHC score for ARNTL2, AMOTL2, LATS1/2, pYAP-S127, and YAP expression in the lung metastases of
the shARNTL2 and control groups. The intensities of staining were scored as 0 (weak), 1 (moderate), and 2 (strong). Scale bar, 100 um. G A
schematic model for the regulation of YAP by ARNTL2. Data are shown as means + SD. *P < 0.05; **P < 0.01; ***P < 0.001; ns not significant .
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ARNTL2 knockdown disturbs NPC invasiveness and metastasis
in vivo

To further confirm the functional importance of ARNTL2 in NPC
metastasis in vivo, we constructed xenograft tumor metastasis
models by transplanting stable ARNTL2-silenced HONE1 cells or
corresponding control. Notably, the inguinal lymph node metas-
tasis model revealed that the sizes and volumes of inguinal lymph
nodes from nude mice in the shARNTL2 group were significantly
smaller than those in the control group (Fig. 7A). Moreover, H&E
staining of the footpad primary tumor showed that ARNTL2
knockdown caused a less aggressive phenotype toward the skin
and muscle of the primary tumor (Fig. 7B). IHC staining of inguinal
lymph nodes presented that the ratio of pan-CK-positive lymph
nodes in the shARNTL2 group was markedly lower (Fig. 7C).
Furthermore, to investigate the impact of ARNTL2 on distant
metastasis of NPC, we established a lung metastasis model and
observed that the metastatic nodules on the lung surfaces were
significantly fewer in the shARNTL2 group than in the control
group (Fig. 7D), and H&E staining also presented consistent result
(Fig. 7E). IHC staining showed that the expression of AMOTL?2,
LATS1/2, and pYAP-5127 was markedly increased in the shARNTL2
group, while the expression of total YAP was not significantly
changed in the two groups (Fig. 7F). Furthermore, despite the lack
of evident effect on cell proliferation observed in vitro, we
proceeded to establish xenograft tumor growth models, taking
into consideration the complicated in vivo physiological environ-
ment. Intriguingly, the shARNTL2 group exhibited a noteworthy
inhibition in tumor growth compared to the control group
(Supplementary Fig. S3). These findings indicate that ARNTL2
promotes NPC lymphatic and pulmonary metastasis, along with
tumor growth, by the inhibition of AMOTL2 and LATS-dependent
YAP phosphorylation in vivo.

DISCUSSION

This present study highlights the significant role of the core
circadian gene ARNTL2 in NPC invasiveness and metastasis both in
vitro and in vivo. Here, we determined that the expression of
ARNTL?2, differing from ARNTL [15], was upregulated in both NPC
tissues and cells. AMOTL2, a member of AMOT family, was
identified as a new downstream of ARNTL2. ARNTL2 transcrip-
tionally inhibited the expression of AMOTL2 to decrease the
recruitment and stabilization of AMOTL2 to LATS1/2 kinases,
ultimately leading to YAP nuclear translocation and facilitating
NPC cell metastasis.

Recent studies have demonstrated that abnormal expression of
circadian genes is known to engage in tumor initiation and
progression through disrupting rhythms of cellular processes, such
as nutrient metabolism, autophagy, DNA damage repair, redox
regulation, protein folding, cellular secretion, and so on [27], thereby
creating a conducive cellular microenvironment for tumorigenesis.
Moreover, extensive in vitro and in vivo studies demonstrate that
dysregulation of multiple core circadian genes is implicated in tumor
development and treatment [14, 28-31]. Particularly, among
circadian genes, ARNTL2, a core component of the circadian clock,
has been demonstrated as a potent oncogene that facilitates various
tumor invasiveness and metastasis via diverse molecular mechan-
isms. For instance, ARNTL2 drives lung adenocarcinoma metastatic
self-sufficiency by orchestrating the expression of a complex pro-
metastatic secretome [31]. In colorectal cancer, ARNTL2 is identified
as a potential biomarker for tumor invasiveness and aggressiveness
and ARNTL2 knockdown suppresses cell migration, invasion, and
proliferation through inhibiting SMOC2-EMT expression and PI3K/
AKT signaling pathway [32, 33]. Similarly, ARNTL2 also promotes
pancreatic ductal adenocarcinoma progression through TGF/BETA
pathway [34]. These studies collectively demonstrate that ARNTL2 is
a pro-metastatic regulator of cancer. Consistent with the above
findings, our study also revealed that ARNTL2 was highly expressed
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in NPC tissues and cells and substantially promoted NPC cell
migration and invasion abilities in vitro and in vivo. Moreover, we
found that ARNTL2 did not evidently affect NPC cell proliferation
in vitro, but promoted tumor growth in vivo, which suggests that
in vitro experiment may not completely mimic the complicated
physiological conditions in vivo.

AMOTL2 is known to interrupt angiogenesis by suppressing
endothelial cell proliferation and migration and disrupting cell
polarity [17, 35, 36]. Studies demonstrate that restrained AMOTL2
expression induces the changes in cell morphology and epithelial-
mesenchymal transition (EMT) in breast cells [26, 37]. Moreover,
low expression of AMOTL2 facilitates glioblastoma proliferation
and metastasis through regulating B-catenin nuclear localization
[36]. Nonetheless, some studies provide contradictory results. In
colon cancer, AMOTL2 functions as an oncogene that promotes
cell growth and invasion by disrupting the apical-basal polarity
[38]. A potential explanation is that AMOTL2 includes two isoforms
of p60 and p100, and the short isoform of AMOTL2 p60 for an
oncogenic role is in contrast with the long isoform of AMOTL2
p100 for tumor suppression [38]. Additionally, AMOTL2 has been
widely reported as a suppressor of the Hippo/YAP signaling
pathway [39-41]. Depletion of AMOTL2 increases mouse liver size
and activation of YAP [41]. AMOTL2 overexpression inhibits YAP-
induced transcription, growth, and metastasis in multiple cancers
[42]. In this study, we observed that the expression of AMOTL2
was significantly higher in NPC tissues with distant metastasis,
suggesting the tight correlation with NPC metastasis. Moreover,
we also found AMOTL2 could recruit and stabilize LATS1/2 kinases
to promote YAP phosphorylation, which was consistent with
previous studies [24, 25].

The present study has several limitations. First, only two NPC
cell lines were used in the in vitro assays. Nevertheless, the
pathogenesis of NPC is closely correlated with Epstein-Barr virus
(EBV) infection [1]. EBV-negative NPC patients have poorer
prognoses in clinical practice [43]. Thus, an EBV-negative NPC cell
line (HONE1) and an EBV-positive NPC cell line (HK-1) have
relatively good representativity. Moreover, the exact mechanism
how AMOTL2 stabilizes LATS1/2 kinase was not be detailly
explored in this study. Despite these limitations, this study is the
first to elucidate the function and mechanism of ARNTL2 in NPC
development.

In summary, Fig. 7G presents our schematic model for the
regulation of YAP by ARNTL2. In NPC cells, the upregulation of
ARNTL2 suppressed the transcription expression of AMOTL2,
decreasing the recruitment and stabilization of AMOTL2 to LATS1/2
kinases, ultimately promoting YAP translocation to the nucleus and
driving NPC invasiveness and metastasis. These findings further shed
light on the molecular mechanism underlying NPC metastasis and
give evidence for targeting ARNTL2 for future cancer therapy.

MATERIALS AND METHODS

Dataset acquisition and clinical specimens

Four quantification matrices of NPC and NPE tissues were downloaded
from the Gene Expression Omnibus (GEO) database (accession numbers:
GSE12452, GSE53819, GSE13597, and GSE61218). Additionally, 8 freshly
frozen human NPE and NPC tissues and 24 paraffin-embedded NPC
specimens with or without distant metastasis were obtained from Sun Yat-
sen University Cancer Center (SYSUCGC; China). This study was performed in
accordance with the Declaration of Helsinki and approved by the
Institutional Ethical Review Board of SYSUCC (approval number: B2024-
227), and the written informed consents were obtained from patients.

Cell lines and culture

Human NPE cell line (NP69) and NPC cell lines (CNE1, CNE2, HNE1, HK-1,
HONE1, SUNET1) were kindly gifted by Professor Musheng Zeng from SYSUCC.
HEK293T cell line was purchased from the American Type Culture Collection
(ATCC, USA). All cell lines were routinely tested to ensure the absence of
mycoplasma contamination using MycoBlue Mycoplasma Detector (#D101-02,
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Vazyme, Nanjing, China). NP69 cell was cultured in a keratinocyte serum-free
medium (#17005042, ThermoFisher, Waltham, MA, USA) with bovine pituitary
extract. NPC cells and HEK293 cells were maintained in RPMI-1640 or DMEM
medium (Gibco, Billings, MT, USA) supplemented with 10% fetal bovine serum
(FBS; ExCell Bio, Shanghai, China). All cells were kept in a humidified incubator
set at 37 °C with 5% CO..

Reverse transcription (RT) and quantitative real-time

PCR (qPCR)

According to the manufacturer’s instructions, total RNA from cells was
isolated using an RNA Quick Purification kit (#RN001, EScience, Shanghai,
China) and then reverse transcribed to c¢cDNA by GoScript Reverse
Transcription System (#A5001, Promega, Madison, WI, USA). Subsequently,
gPCR reactions were performed using ChamQ SYBR gPCR Master Mix
(#Q311-02, Vazyme). GAPDH was used as the endogenous control. Relative
expression of genes was calculated as described previously [44, 45]. The
specific primer sequences for gPCR are listed in Supplementary Table S1.

Plasmids, small interfering RNA (siRNA), and transfection
According to the standard molecular methods, we constructed pSin-EF2-
ARNTL2-Flag-puro, pcDNA3.1-AMOTL2-3xFlag, pCMV-YAP-3xMyc-Neo, and
pCMV-YAP 5SA-3xMyc-Neo plasmids. The siRNAs were purchased from
RiboBio (RiboBio, Guangzhou, China), and their sequences were presented
in Supplementary Table S2. The sequence of siARNTL2#1 was cloned into
pLKO.1 plasmid to obtain shARNTL2. Moreover, ARNTL2-binding AMOTL2
promotor region (500 bp) predicted by ChIP-seq analysis and the indicated
mutant were cloned into the pGL3-basic vectors.

NPC cells were transiently transfected with plasmids using Neofect™
DNA transfection reagent (#TF20121201, Neofect, Beijing, China) and
transfected with siRNA using Lipofectamine 3000 reagent (#L3000015,
Invitrogen, Carlsbad, CA, USA).

RNA sequencing (RNA-seq) and bioinformatic analysis

Total RNA from HONE1 cells transfected with siARNTL2#1 or siCon was
extracted using a TRIzol reagent kit (#15596018, Invitrogen). RNA
sequencing libraries were constructed using the NEBNext® UltraTM RNA
Library Prep Kit for lllumina® (#£7530L, NEB, Ipswich, Massachusetts, USA).
The sequencing was carried out on an lllumina Novaseq 6000 platform and
150 bp paired-end reads were generated. Reads were mapped onto a
human reference genome (assembly GRCh38) by using HISAT2 (v 2.0.4).
Fragments per kilobase of exon million mapped reads (FPKM) were
calculated to evaluate gene abundance. The differentially expressed genes
with [fold change| > 1.5 and P < 0.05 were considered significant. Heatmap
was generated using R software (v3.4.3). The significant pathways of the
differential genes were investigated using Kyoto Encyclopedia of Genes
and Genomes pathway analysis (KEGG, http://www.genome.ad.jp/kegg).
The potential functions of ARNTL2 were identified using Gene set
enrichment analysis (GSEA) with gene sets downloaded from the
molecular signature database (MSigDB, v.7.2, http://
www.broadinstitute.org/gsea/msigdb).

Nuclear and cytoplasmic protein fractionation

The nuclear and cytoplasmic proteins were separated using NE-PER
nuclear and cytoplasmic extraction kit following the manufacturer’s
instruction (#78833, ThermoFisher). The extracted proteins were subse-
quently used for western blotting analysis. Lamin B1 and GAPDH were
used as the nuclear and cytoplasmic controls, respectively.

Western blotting

Total protein from cells was extracted using RIPA buffer (#P0013B,
Beyotime, Shanghai, China) containing EDTA-free protease inhibitor
(#4693159001, Roche, Basel, Switzerland) and phosphatase inhibitor
(#4906837001, Roche). Equal amounts of total proteins were subjected
to electrophoresis with a 10% PAGE Gel Fast Preparation Kit (#PG112,
EpiZyme, Shanghai, China) and then transblotted to 0.45 um polyvinyli-
dene fluoride (PVDF) membranes (#IPVH00010, Merck Millipore, Billerica,
MA, USA). The membranes were blocked for 30 min with 5% non-fat
powdered milk (#A600669-0250, Sangon Biotech, Shanghai, China), and
then incubated with primary antibodies overnight at 4 °C and secondary
antibodies for 1 h at room temperature. The primary antibodies used were
presented as follows: anti-ARNTL2 (#sc365469, 1:50, Santa Cruz, USA), anti-
AMOTL2 (#23351-1-AP, 1:1000, ProteinTech, Wuhan, China), anti-YAP
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(#13584-1-AP, 1:2000, ProteinTech), anti-pYAP-5127 (YAP phosphorylation
site serine 127; #13008, 1:1000, Cell Signaling Technology, CST, Beverly,
MA, USA), anti-LATS1 (#C66B5, 1:1000, CST), anti-LATS2 (#D83D6, 1:1000,
CST), anti-Lamin B1 (#ab133741, 1:1000, Abcam, Cambridge, UK), anti-
GAPDH (#ab8245, 1:5000, Abcam), and anti-Flag M2 (#F1804, 1:1000,
Sigma, Carlsbad, CA, USA) antibodies.

Lentivirus packaging and stable cell line construction

As previously described [46], HEK293T cells at a 60-80% confluence were
co-transfected with PLKO.1-shARNTL2 or PLKO.1-shCon plasmid and
lentiviral packaging plasmids (pMD.2G and psPAX2) using polyethylenei-
mine (#40816ES03, Yeasen, Shanghai, China). The virus-containing cell
supernatant was harvested to infect HONE1 cells after 48 h. Subsequently,
cells were screened with 2 pg/ml puromycin for at least 4-5 passages. RT-
gPCR and western blotting were performed to examine the knockdown
efficiency of ARNTL2 in the stable cell lines.

Co-immunoprecipitation

NPC cells with Flag-AMOTL2 overexpression were harvested and lysed
using IP lysis buffer (#87788, ThermoFisher) containing protease inhibitor
(Roche). After centrifugation, the supernatants were incubated with anti-
Flag antibody-conjugated magnetic beads (#M8823, Sigma-Aldrich) at 4 °C
overnight. The beads were then washed and subjected to western blotting.

Immunohistochemistry (IHC)

IHC was carried out on paraffin-embedded sections as previously
described [47]. The primary antibodies were as follows: anti-ARNTL2
(1:50), anti-AMOTL2 (1:200), anti-YAP (1:100), anti-pYAP-S127 (1:200), anti-
LATS1 (1:200), anti-LATS2 (1:200), and pan-cytokeratin (pan-CK; #ab234297,
1:1000; Abcam). The staining extents of all sections were scored as follows:
0 (weak), 1 (moderate), and 2 (strong).

Immunofluorescence

NPC cells (5x10* cells/ well) were seeded on coverslips in 24-well
plates. The adherent cells were fixed with 4% paraformaldehyde for
30 min, permeabilized with 0.5% Triton X-100 for 20 min, and blocked
with 1% bovine serum albumin (BSA) for at least 30 min. Subsequently,
the cells were incubated with primary antibody against YAP (1:50),
AMOTL2 (1:500), LATS1 (#17049-1-AP, 1:50, ProteinTech), and LATS2
(#20276-1-AP, 1:50, ProteinTech) overnight at 4°C and Alexa FluorTM
488 goat anti-rabbit or 647 goat anti-mouse IgG secondary antibodies
(1:1000, Invitrogen) for 1h at room temperature. Cell nuclei were
counterstained with Hoechst (#H3570, 1:500, Invitrogen) for 3 min.
Images were acquired using a confocal laser-scanning microscope
(Zeiss, LSM-980, Germany).

Wound healing assay

HONET or HK-1 cells were transfected for 24 h and replaced with an FBS-
free medium until near confluence in 6-well plates. Subsequently, cells
were scratched using a 200 pl pipette tip. Images (100x) were captured at
0h and 24 h (HONE1) or 12 h (HK-1) using an inverted microscope (Leica,
Germany).

Transwell mi?ration and invasion assays

HONE1 (5%x10* or 1x10% or HK-1 (1x10° or 2x10° cells were
suspended in 200 pl FBS-free medium and added into the upper Transwell
chambers (8-um pores, Corning, NY, USA) without matrigel for migration
assay or with matrigel (1:9; #356237, Corning) for invasion assay, while
500 pl medium containing 10% FBS was plated into the lower chambers.
After 12 h (HONE1) or 40 h (HK-1) incubation, cells migrating to the lower
surface of the chamber were fixed with methyl alcohol for 30 min and then
stained with crystal violet for 2 h. The chambers were captured at 100 X
magnification using an inverted microscope (Leica) and counted using
Image J (http://imagej.nih.gov/ij).

Cell counting kit8 (CCK8) and colony formation assays

Cell proliferation ability was measured using CCK8 and colony formation
assays. Briefly, for the CCK8 assay, 1 x 10% cells were seeded into 96-well
plates. Each day on 1-5 days of incubation, 10 pl of CCK8 (#CK04, Dojindo,
Kumamoto, Japan) was added into each well, and the absorbance values
were measured at 450 nm. For colony formation assay, 1x 10* cells were
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cultured in 6-well plates for 1-2 weeks. The colonies were fixed by
methanol and stained by hematoxylin.

Chromatin immunoprecipitation (ChIP) assay

ChlIP assay was performed using a pierceTM Magnetic ChIP Kit (#26157,
ThermoFisher) according to its protocol. Briefly, cells were crosslinked with
1% formaldehyde for 10 min and quenched with 125 mM glycine at room
temperature. Then, the cell nuclei were isolated, lysed, and sonicated to
yield 200-1000 bp chromatin fragments. The chromatin fragments were
immunoprecipitated with 3 pl anti-HA antibody (#ab9110, Abcam) or anti-
rabbit IgG antibody (#26157, ThermoFisher) overnight at 4°C and then
immobilized on protein A/G magnetic beads for 2 h at 4 °C. After washing,
the enriched DNA was eluted, de-crosslinked, purified, and then subjected
to ChIP-seq or gPCR analyses. The specific primers for ChIP-qPCR are
displayed in Supplementary Table S1.

ChiIP-seq and data analysis

The obtained ChIP-DNA and input DNA fragments were first end-repaired
and A-tailed using the NEBNext End Repair/dA-Tailing Module (#E7442,
NEB) and then ligated adapter using the NEBNext Ultra Ligation Module
(#E7445, NEB). The DNA libraries were amplified for 15 cycles and then
subjected to high-throughput sequencing using lllumina NextSeq 500.
Subsequently, Data analysis was constructed. Briefly, the sequencing
adapters, short reads (length < 35bp), and low-quality reads were
removed to obtain high-quality clean reads, which were confirmed using
FastQC. Then, the reads were aligned to a human genome (assembly
GRCh38) using Bowtie2 software (v2.2.6). Peak detection was carried out
using MACS (v2.1.1) and 0.01 was set as the cut-off value. The peak sites to
gene features were annotated using the ChIP seeker R package.

Dual-luciferase reporter assay

NPC cells were co-transfected with ARNTL2 overexpressing plasmid or
SiARNTL2 (#1 and #2) or corresponding negative control, along with the
pGL3-AMOTL2 wild type (WT) or pGL3-AMOTL2 mutant plasmid and a
phRL-TK-Renella luciferase control vector. After 24h, the luciferase
activities of cells were detected using a Dual-Luciferase Reporter Assay
System (#E1910, Promega). The relative activity of cells was presented as
firefly/renilla luciferase activity.

In vivo xenograft tumor models

BALB/c nude mice (female, 14-18 g, 4-5 weeks old) were purchased from
Zhejiang Vital River Lab Animal Technology Co., Ltd (Zhejiang, China) for all
xenograft assays. 2 x 10° HONE1 cells stably expressing shARNTL2 were
injected into the mice footpad for constructing the inguinal lymph node
metastasis model (n =6 per group), and 8 x 10° cells were implanted into
the tail vein of mice for lung metastatic model (n = 6 per group). Mice were
observed every three days. After 4 weeks, these mice in the inguinal lymph
node metastasis model were euthanized. The primary footpad tumors were
dissected for Hematoxylin-eosin (H&E) staining, and the inguinal lymph
nodes were collected for IHC staining targeting pan-CK. The lymph nodes
with positive-pan-CK staining were considered metastatic. Moreover, lymph
node volumes were calculated based on the formula of (length x width?)/2.
After 5 weeks, these mice in the lung metastasis model were sacrificed.
Lung metastases were counted and stained using H&E and IHC staining.

For the establishment of xenograft tumor growth model, 1x10°
HONE1 cells stably expressing shARNTL2 and control were subcutaneously
injected into the armpit of mice (n = 6 per group). The tumor sizes of these
mice were measured every three days, and tumor volume was calculated
based on the formula of (length x width?)/2. After 18 days, these mice
were euthanized and tumors were dissected and weighted.

All animal work complied with the National Institutes of Health Guide for
the Care and Use of Laboratory Animals and has been approved by the
Institutional Animal Care and Use Ethics Committee of SYSUCC (approval
number: L0255202107006).

Statistical analysis

All quantitative data were presented as the means + standard deviation.
The difference comparisons of the groups were performed using Student’s
t-test or one-way ANOVA or two-way repeated-measures ANOVA with
Bonferronis test. All statistical analyses were performed using SPSS
software (version 26, IBM Corp), a two-tailed P value < 0.05 was considered
significant.
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Raw data relevant to this study have been uploaded to the Research Data Deposit
public platform (www.researchdata.org.cn). The RNA-seq and ChIP-seq data used in
this study have been deposited in the Gene Expression Omnibus (GEO) database
under the accession number GSE234440 and GSE234441.

REFERENCES

1. Chen YP, Chan ATC, Le QT, Blanchard P, Sun Y, Ma J. Nasopharyngeal carcinoma.
Lancet. 2019;394:64-80. https://doi.org/10.1016/50140-6736(19)30956-0
2. Qiao H, Tan XR, Li H, Li JY, Chen XZ, Li YQ, et al. Association of intratumoral
microbiota with prognosis in patients with nasopharyngeal carcinoma from 2
hospitals in China. JAMA Oncol. 2022;8:1301-9. https://doi.org/10.1001/
jamaoncol.2022.2810
3. Wang X, Hu C, Ying H, He X, Zhu G, Kong L, et al. Patterns of lymph node
metastasis from nasopharyngeal carcinoma based on the 2013 updated con-
sensus guidelines for neck node levels. Radiother Oncol. 2015;115:41-5. https://
doi.org/10.1016/j.radonc.2015.02.017
4. Sun X, Su S, Chen C, Han F, Zhao C, Xiao W, et al. Long-term outcomes of
intensity-modulated radiotherapy for 868 patients with nasopharyngeal carci-
noma: an analysis of survival and treatment toxicities. Radiother Oncol.
2014;110:398-403. https://doi.org/10.1016/j.radonc.2013.10.020
5. Zhang Y, Chen L, Hu GQ, Zhang N, Zhu XD, Yang KY, et al. Gemcitabine and
cisplatin induction chemotherapy in nasopharyngeal carcinoma. N Engl J Med.
2019;381:1124-35. https://doi.org/10.1056/NEJMoa1905287
6. Chan KCA, Woo JKS, King A, Zee BCY, Lam WKJ, Chan SL, et al. Analysis of plasma
Epstein-Barr virus DNA to screen for nasopharyngeal cancer. N Engl J Med.
2017;377:513-22. https://doi.org/10.1056/NEJMoa1701717
7. Takahashi JS. Transcriptional architecture of the mammalian circadian clock. Nat
Rev Genet. 2017;18:164-79. https://doi.org/10.1038/nrg.2016.150
8. Baan R, Grosse Y, Straif K, Secretan B, El Ghissassi F, Bouvard V, et al. A review of
human carcinogens-Part F: chemical agents and related occupations. Lancet
Oncol. 2009;10:1143-4. https://doi.org/10.1016/s1470-2045(09)70358-4
9. Haus EL, Smolensky MH. Shift work and cancer risk: potential mechanistic roles of
circadian disruption, light at night, and sleep deprivation. Sleep Med Rev.
2013;17:273-84. https://doi.org/10.1016/j.smrv.2012.08.003
10. Schernhammer ES, Laden F, Speizer FE, Willett WC, Hunter DJ, Kawachi |, et al.
Night-shift work and risk of colorectal cancer in the nurses’ health study. J Natl
Cancer Inst. 2003;95:825-8. https://doi.org/10.1093/jnci/95.11.825
11. Salamanca-Fernandez E, Rodriguez-Barranco M, Guevara M, Ardanaz E, Olry de
Labry Lima A, Sdnchez MJ. Night-shift work and breast and prostate cancer risk:
updating the evidence from epidemiological studies. An Sist Sanit Navar.
2018;41:211-26. https://doi.org/10.23938/assn.0307
12. Papagiannakopoulos T, Bauer MR, Davidson SM, Heimann M, Subbaraj L, Bhutkar
A, et al. Circadian rhythm disruption promotes lung tumorigenesis. Cell Metab.
2016;24:324-31. https://doi.org/10.1016/j.cmet.2016.07.001
13. Liu SL, Lin HX, Lin CY, Sun XQ, Ye LP, Qiu F, et al. TIMELESS confers cisplatin
resistance in nasopharyngeal carcinoma by activating the Wnt/B-catenin sig-
naling pathway and promoting the epithelial mesenchymal transition. Cancer
Lett. 2017;402:117-30. https://doi.org/10.1016/j.canlet.2017.05.022
14. Hou L, Li H, Wang H, Ma D, Liu J, Ma L, et al. The circadian clock gene PER2
enhances chemotherapeutic efficacy in nasopharyngeal carcinoma when com-
bined with a targeted nanosystem. J Mater Chem B. 2020;8:5336-50. https://
doi.org/10.1039/d0tb00595a
15. Peng H, Zhang J, Zhang PP, Chen L, Tang LL, Yang XJ, et al. ARNTL hyper-
methylation promotes tumorigenesis and inhibits cisplatin sensitivity by acti-
vating CDK5 transcription in nasopharyngeal carcinoma. J Exp Clin Cancer Res.
2019;38:11 https://doi.org/10.1186/513046-018-0997-7
16. Hogenesch JB, Gu YZ, Moran SM, Shimomura K, Radcliffe LA, Takahashi JS, et al.
The basic helix-loop-helix-PAS protein MOP9 is a brain-specific heterodimeric
partner of circadian and hypoxia factors. J Neurosci. 2000;20:Rc83 https://doi.org/
10.1523/JNEUROSCI.20-13-j0002.2000
17. Bratt A, Wilson WJ, Troyanovsky B, Aase K, Kessler R, Van Meir EG, et al. Angio-
motin belongs to a novel protein family with conserved coiled-coil and PDZ
binding domains. Gene. 2002;298:69-77. https://doi.org/10.1016/50378-1119(02)
00928-9
18. Bratt A, Birot O, Sinha |, Veitonmdki N, Aase K, Ernkvist M, et al. Angiomotin
regulates endothelial cell-cell junctions and cell motility. J Biol Chem.
2005;280:34859-69. https://doi.org/10.1074/jbc.M503915200
19. Huang H, Lu Fl, Jia S, Meng S, Cao Y, Wang Y, et al. Amotl2 is essential for cell
movements in zebrafish embryo and regulates c-Src translocation. Development.
2007;134:979-88. https://doi.org/10.1242/dev.02782
20. Janse van Rensburg HJ, Yang X. The roles of the Hippo pathway in cancer
metastasis. Cell Signal. 2016;28:1761-72. https://doi.org/10.1016/
j.cellsig.2016.08.004

Cell Death and Disease (2024)15:466


http://www.researchdata.org.cn
https://doi.org/10.1016/s0140-6736(19)30956-0
https://doi.org/10.1001/jamaoncol.2022.2810
https://doi.org/10.1001/jamaoncol.2022.2810
https://doi.org/10.1016/j.radonc.2015.02.017
https://doi.org/10.1016/j.radonc.2015.02.017
https://doi.org/10.1016/j.radonc.2013.10.020
https://doi.org/10.1056/NEJMoa1905287
https://doi.org/10.1056/NEJMoa1701717
https://doi.org/10.1038/nrg.2016.150
https://doi.org/10.1016/s1470-2045(09)70358-4
https://doi.org/10.1016/j.smrv.2012.08.003
https://doi.org/10.1093/jnci/95.11.825
https://doi.org/10.23938/assn.0307
https://doi.org/10.1016/j.cmet.2016.07.001
https://doi.org/10.1016/j.canlet.2017.05.022
https://doi.org/10.1039/d0tb00595a
https://doi.org/10.1039/d0tb00595a
https://doi.org/10.1186/s13046-018-0997-7
https://doi.org/10.1523/JNEUROSCI.20-13-j0002.2000
https://doi.org/10.1523/JNEUROSCI.20-13-j0002.2000
https://doi.org/10.1016/s0378-1119(02)00928-9
https://doi.org/10.1016/s0378-1119(02)00928-9
https://doi.org/10.1074/jbc.M503915200
https://doi.org/10.1242/dev.02782
https://doi.org/10.1016/j.cellsig.2016.08.004
https://doi.org/10.1016/j.cellsig.2016.08.004

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

Dupont S, Morsut L, Aragona M, Enzo E, Giulitti S, Cordenonsi M, et al. Role of
YAP/TAZ in mechanotransduction. Nature. 2011;474:179-83. https://doi.org/
10.1038/nature10137

Zhao B, Wei X, Li W, Udan RS, Yang Q, Kim J, et al. Inactivation of YAP oncoprotein
by the Hippo pathway is involved in cell contact inhibition and tissue growth
control. Genes Dev. 2007;21:2747-61. https://doi.org/10.1101/gad.1602907
Lodge EJ, Santambrogio A, Russell JP, Xekouki P, Jacques TS, Johnson RL, et al.
Homeostatic and tumourigenic activity of SOX2+ pituitary stem cells is con-
trolled by the LATS/YAP/TAZ cascade. elife. 2019;8. https://doi.org/10.7554/
elife.43996

Paramasivam M, Sarkeshik A, Yates JR 3rd, Fernandes MJ, McCollum D. Angio-
motin family proteins are novel activators of the LATS2 kinase tumor suppressor.
Mol Biol Cell. 2011;22:3725-33. https://doi.org/10.1091/mbc.E11-04-0300
Mana-Capelli S, McCollum D. Angiomotins stimulate LATS kinase autopho-
sphorylation and act as scaffolds that promote Hippo signaling. J Biol Chem.
2018;293:18230-41. https://doi.org/10.1074/jbc.RA118.004187

Kim M, Kim M, Park SJ, Lee C, Lim DS. Role of Angiomotin-like 2 mono-
ubiquitination on YAP inhibition. EMBO Rep. 2016;17:64-78. https://doi.org/
10.15252/embr.201540809

Sulli G, Lam MTY, Panda S. Interplay between circadian clock and cancer: new
frontiers for cancer treatment. Trends Cancer. 2019;5:475-94. https://doi.org/
10.1016/j.trecan.2019.07.002

Fu L, Pelicano H, Liu J, Huang P, Lee C. The circadian gene Period2 plays an
important role in tumor suppression and DNA damage response in vivo. Cell.
2002;111:41-50. https://doi.org/10.1016/50092-8674(02)00961-3

Wu X, Zvonic S, Floyd ZE, Kilroy G, Goh BC, Hernandez TL, et al. Induction of
circadian gene expression in human subcutaneous adipose-derived stem cells.
Obesity. 2007;15:2560-70. https://doi.org/10.1038/0by.2007.308

Zeng ZL, Luo HY, Yang J, Wu WJ, Chen DL, Huang P, et al. Overexpression of the
circadian clock gene Bmall increases sensitivity to oxaliplatin in colorectal can-
cer. Clin Cancer Res. 2014;20:1042-52. https://doi.org/10.1158/1078-0432.Ccr-13-
0171

Brady JJ, Chuang CH, Greenside PG, Rogers ZN, Murray CW, Caswell DR, et al. An
Arntl2-driven  secretome enables lung adenocarcinoma metastatic self-
sufficiency. Cancer Cell. 2016;29:697-710. https://doi.org/10.1016/
j.ccell.2016.03.003

Mazzoccoli G, Pazienza V, Panza A, Valvano MR, Benegiamo G, Vinciguerra M,
et al. ARNTL2 and SERPINE1: potential biomarkers for tumor aggressiveness in
colorectal cancer. J Cancer Res Clin Oncol. 2012;138:501-11. https://doi.org/
10.1007/s00432-011-1126-6

Lu M, Huang L, Tang Y, Sun T, Li J, Xiao S, et al. ARNTL2 knockdown suppressed
the invasion and migration of colon carcinoma: decreased SMOC2-EMT expres-
sion through inactivation of PI3K/AKT pathway. Am J Transl Res.
2020;12:1293-308.

Wang Z, Liu T, Xue W, Fang Y, Chen X, Xu L, et al. ARNTL2 promotes pancreatic
ductal adenocarcinoma progression through TGF/BETA pathway and is regulated
by miR-26a-5p. Cell Death Dis. 2020;11:692 https://doi.org/10.1038/541419-020-
02839-6

Lv M, Shen Y, Yang J, Li S, Wang B, Chen Z, et al. Angiomotin family members:
oncogenes or tumor suppressors? Int J Biol Sci. 2017;13:772-81. https://doi.org/
10.7150/ijbs.19603

Chen X, Lu 'Y, Guo G, Zhang Y, Sun Y, Guo L, et al. AMOTL2-knockdown promotes
the proliferation, migration and invasion of glioma by regulating B-catenin
nuclear localization. Oncol Rep. 2021;46. https://doi.org/10.3892/0r.2021.8090.
Wang W, Huang J, Chen J. Angiomotin-like proteins associate with and negatively
regulate  YAP1. J Biol Chem. 2011;286:4364-70. https://doi.org/10.1074/
jbc.C110.205401

Mojallal M, Zheng Y, Hultin S, Audebert S, van Harn T, Johnsson P, et al. AmotL2
disrupts apical-basal cell polarity and promotes tumour invasion. Nat Commun.
2014;5:4557 https://doi.org/10.1038/ncomms5557

Zhao B, Li L, Lu Q, Wang LH, Liu CY, Lei Q, et al. Angiomotin is a novel Hippo
pathway component that inhibits YAP oncoprotein. Genes Dev. 2011;25:51-63.
https://doi.org/10.1101/gad.2000111

Yu FX, Guan KL. The Hippo pathway: regulators and regulations. Genes Dev.
2013;27:355-71. https://doi.org/10.1101/gad.210773.112

Han H, Yang B, Wang W. Angiomotin-like 2 interacts with and negatively reg-
ulates AKT. Oncogene. 2017;36:4662-9. https://doi.org/10.1038/0nc.2017.101
Artinian N, Cloninger C, Holmes B, Benavides-Serrato A, Bashir T, Gera J. Phosphor-
ylation of the Hippo pathway component AMOTL2 by the mTORC2 kinase promotes
YAP signaling, resulting in enhanced glioblastoma growth and invasiveness. J Biol
Chem. 2015;290:19387-401. https://doi.org/10.1074/jbc.M115.656587

Ooft ML, van Ipenburg JA, Braunius WW, Zuur Cl, Koljenovi¢ S, Willems SM.
Prognostic role of tumor infiltrating lymphocytes in EBV positive and EBV
negative nasopharyngeal carcinoma. Oral Oncol. 2017;71:16-25. https://doi.org/
10.1016/j.oraloncology.2017.05.015

Cell Death and Disease (2024)15:466

W. Zou et al.

44. Chen Y, Zhao Y, Yang X, Ren X, Huang S, Gong S, et al. USP44 regulates
irradiation-induced DNA double-strand break repair and suppresses tumorigen-
esis in nasopharyngeal carcinoma. Nat Commun. 2022;13:501 https://doi.org/
10.1038/541467-022-28158-2

45. Li JY, Zhao Y, Gong S, Wang MM, Liu X, He QM, et al. TRIM21 inhibits irradiation-
induced mitochondrial DNA release and impairs antitumour immunity in naso-
pharyngeal carcinoma tumour models. Nat Commun. 2023;14:865 https:/
doi.org/10.1038/541467-023-36523-y

46. Li JY, Chen YP, Li YQ, Liu N, Ma J. Chemotherapeutic and targeted agents can
modulate the tumor microenvironment and increase the efficacy of immune
checkpoint blockades. Mol Cancer. 2021;20:27 https://doi.org/10.1186/s12943-
021-01317-7

47. Zou WQ, Luo WJ, Feng YF, Liu F, Liang SB, Fang XL, et al. Expression profiles and
prognostic value of multiple inhibitory checkpoints in head and neck
lymphoepithelioma-like carcinoma. Front Immunol. 2022;13:818411 https:/
doi.org/10.3389/fimmu.2022.818411

AUTHOR CONTRIBUTIONS

Conceptualization and design: Y.P. Mao, N. Liu, H. Qiao, H.J. Xiao, W.Q. Zou. Data
curation: Y.P. Mao and W.Q. Zou. Methodology and validation: W.Q. Zou, Y.M. Lei, C.
Ding, S.X. Wang, S.B. Liang, and S.W. He. Formal analysis: W.Q. Zou, WJJ. Luo, Z.Q.
Long, and QJJ. Li. Writing-original draft: W.Q. Zou and H. Qiao. Review and editing: Y.P.
Mao, N. Liu, HJ. Xiao, H. Qiao, W.Q. Zou, Y.M. Lei, and C. Ding. All authors read and
approved the final manuscript.

FUNDING

This study was supported by grants from the National Natural Science Foundation of
China (81672988, 82272740, and 82071057) and the Science and Technology
Program of Guangzhou, China (202201010847).

COMPETING INTERESTS

The authors declare no competing interests.

ETHICS APPROVAL

This study was approved by the Institutional Ethical Review Board and the
Institutional Animal Care and Use Ethics Committee of Sun Yat-sen University Cancer
Center (approval number: B2024-227 and L0255202107006).

ADDITIONAL INFORMATION

Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/541419-024-06860-x.

Correspondence and requests for materials should be addressed to Han Qiao, Na Liu
or Yanping Mao.

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

5Y Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons licence, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons licence and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this licence, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2024

SPRINGER NATURE

13


https://doi.org/10.1038/nature10137
https://doi.org/10.1038/nature10137
https://doi.org/10.1101/gad.1602907
https://doi.org/10.7554/eLife.43996
https://doi.org/10.7554/eLife.43996
https://doi.org/10.1091/mbc.E11-04-0300
https://doi.org/10.1074/jbc.RA118.004187
https://doi.org/10.15252/embr.201540809
https://doi.org/10.15252/embr.201540809
https://doi.org/10.1016/j.trecan.2019.07.002
https://doi.org/10.1016/j.trecan.2019.07.002
https://doi.org/10.1016/s0092-8674(02)00961-3
https://doi.org/10.1038/oby.2007.308
https://doi.org/10.1158/1078-0432.Ccr-13-0171
https://doi.org/10.1158/1078-0432.Ccr-13-0171
https://doi.org/10.1016/j.ccell.2016.03.003
https://doi.org/10.1016/j.ccell.2016.03.003
https://doi.org/10.1007/s00432-011-1126-6
https://doi.org/10.1007/s00432-011-1126-6
https://doi.org/10.1038/s41419-020-02839-6
https://doi.org/10.1038/s41419-020-02839-6
https://doi.org/10.7150/ijbs.19603
https://doi.org/10.7150/ijbs.19603
https://doi.org/10.3892/or.2021.8090
https://doi.org/10.1074/jbc.C110.205401
https://doi.org/10.1074/jbc.C110.205401
https://doi.org/10.1038/ncomms5557
https://doi.org/10.1101/gad.2000111
https://doi.org/10.1101/gad.210773.112
https://doi.org/10.1038/onc.2017.101
https://doi.org/10.1074/jbc.M115.656587
https://doi.org/10.1016/j.oraloncology.2017.05.015
https://doi.org/10.1016/j.oraloncology.2017.05.015
https://doi.org/10.1038/s41467-022-28158-2
https://doi.org/10.1038/s41467-022-28158-2
https://doi.org/10.1038/s41467-023-36523-y
https://doi.org/10.1038/s41467-023-36523-y
https://doi.org/10.1186/s12943-021-01317-7
https://doi.org/10.1186/s12943-021-01317-7
https://doi.org/10.3389/fimmu.2022.818411
https://doi.org/10.3389/fimmu.2022.818411
https://doi.org/10.1038/s41419-024-06860-x
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	The circadian gene ARNTL2 promotes nasopharyngeal carcinoma invasiveness and metastasis through suppressing AMOTL2-LATS-YAP pathway
	Introduction
	Results
	ARNTL2 is highly expressed in NPC tissues and cells
	ARNTL2 promotes NPC cell migration and invasion abilities in vitro
	ARNTL2 represses the expression of AMOTL2 by regulating its transcription
	ARNTL2 increases YAP nuclear translocation by suppressing YAP phosphorylation
	AMOTL2 facilitates LATS-dependent YAP phosphorylation via the recruitment and stabilization of LATS1/2 kinases
	AMOTL2 is required for ARNTL2 facilitating NPC cell migration and invasion in vitro
	ARNTL2 knockdown disturbs NPC invasiveness and metastasis in vivo

	Discussion
	Materials and methods
	Dataset acquisition and clinical specimens
	Cell lines and culture
	Reverse transcription (RT) and quantitative real-time PCR (qPCR)
	Plasmids, small interfering RNA (siRNA), and transfection
	RNA sequencing (RNA-seq) and bioinformatic analysis
	Nuclear and cytoplasmic protein fractionation
	Western blotting
	Lentivirus packaging and stable cell line construction
	Co-immunoprecipitation
	Immunohistochemistry (IHC)
	Immunofluorescence
	Wound healing assay
	Transwell migration and invasion assays
	Cell counting kit8 (CCK8) and colony formation assays
	Chromatin immunoprecipitation (ChIP) assay
	ChIP-seq and data analysis
	Dual-luciferase reporter assay
	In vivo xenograft tumor models
	Statistical analysis

	References
	Author contributions
	Funding
	Competing interests
	Ethics approval
	ADDITIONAL INFORMATION




