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Abstract: Ubiquitylation plays multiple roles not only in proteasome-mediated protein degradation
but also in various other cellular processes including DNA repair, signal transduction, and endocytosis.
Ubiquitylation is mediated by ubiquitin ligases, which are predicted to be encoded by more than
600 genes in humans. RING finger (RNF) proteins form the majority of these ubiquitin ligases.
It has also been predicted that there are 49 RNF proteins containing transmembrane regions in
humans, several of which are specifically localized to membrane compartments in the secretory and
endocytic pathways. Of these, RNF183, RNF186, RNF182, and RNF152 are closely related genes
with high homology. These genes share a unique common feature of exhibiting tissue-specific
expression patterns, such as in the kidney, nervous system, and colon. The products of these genes
are also reported to be involved in various diseases such as cancers, inflammatory bowel disease,
Alzheimer’s disease, and chronic kidney disease, and in various biological functions such as apoptosis,
endoplasmic reticulum stress, osmotic stress, nuclear factor-kappa B (NF-κB), mammalian target of
rapamycin (mTOR), and Notch signaling. This review summarizes the current knowledge of these
tissue-specific ubiquitin ligases, focusing on their physiological roles and significance in diseases.

Keywords: RNF183; RNF186; RNF182; RNF152; ubiquitin ligase; RING finger; mTOR; NF-κB;
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1. Introduction

Ubiquitin (Ub) is a 76-amino-acid protein that is highly conserved among all eukaryotes.
Ubiquitylation, which involves the conjugation of ubiquitin to the lysine residues of various cellular
proteins, is one of the most prevalent post-translational modifications of proteins, and is usually
catalyzed by a three-enzyme cascade consisting of Ub-activating enzymes (E1s), Ub-conjugating
enzymes (E2s), and Ub ligases (E3s). In mammals, there are 10 or fewer E1 activating enzymes, dozens
of E2 conjugating enzymes, and hundreds of E3 ligases; these enzymes regulate the ubiquitylation
of numerous proteins [1]. In ubiquitylation, E1 initially activates ubiquitin by adenylating it at the
C-terminal glycine residue in an adenosine triphosphate-dependent process; this activated ubiquitin is
then captured by the catalytic cysteine of the E1, forming a thioester intermediate. Then, the thioester
ubiquitin is transferred from the enzyme active site of E1 to the catalytic center cysteine residue of
E2 via a trans-thioesterification reaction [2]. Finally, E3 mediates the transfer of ubiquitin from E2
to a substrate protein. Both the efficiency and the substrate specificity of the ubiquitylation reaction
depend on E3 ligases. Depending on the mechanism by which ubiquitin is transferred from E2 to the
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substrate, E3 is classified into three broad families: Really Interesting New Gene (RING) finger domain-,
Homologous to E6-associated protein C Terminus (HECT) domain-, or RING Between RING (RBR)
domain-containing ubiquitin ligases. While RING E3 ligases, the major family among them, facilitate
the direct transfer of ubiquitin from E2–ubiquitin intermediates to the substrate protein [3], HECT and
RBR E3 ligases contain an active-site cysteine that forms a thioester with ubiquitin before transferring
it to the substrate protein [4,5]. The selective pairing between E2 and the multiple cognate E3s confers
the specificity necessary for the regulation by ubiquitylation of various biological pathways.

Ubiquitin is conjugated with a lysine residue of a substrate via its C-terminal carboxyl group and
can also attach itself via the N-terminal methionine (M1) and seven lysine residues (K6, K11, K27, K29,
K33, K48, and K63). As a result, a substrate protein is modified with a single monoubiquitin, multiple
monoubiquitins, or polyubiquitin chain. Such ubiquitin attachments can be reversed in the process of
deubiquitylation by deubiquitinase (DUB) [6]. Owing to the reversible nature of this modification, the
ubiquitin pool of cells is divided into different fractions, including free monoubiquitins, covalently
linked mono- and polyubiquitin–protein complexes, and unanchored polyubiquitin. These different
linkage types and lengths affect substrate proteins in different biological and biochemical ways and
play an essential role in regulating a considerable number of significant cellular functions (e.g., protein
degradation, endocytosis of membrane proteins, transcriptional control, DNA repair, and cell cycle
regulation) [7]. The principal and abundant forms are K48-linked and K63-linked polyubiquitin
chains. K48-linked polyubiquitin functions as a signal of proteasomal degradation, whereas K63-linked
polyubiquitin chains have non-degradative roles in cellular signaling, intracellular trafficking, the
DNA damage response, and other contexts [8,9].

In this review, we focus on E3 ligases, RNF183, RNF186, RNF182, and RNF152, which are closely
related genes encoding a RING-finger domain (C3HC4) at its N-terminus and one or two predicted
transmembrane domains at its C-terminus with high homology (Figure 1) [10]. As common features,
these E3s are expressed in specific tissues, such as the kidney, nervous system, and colon, and are
localized in the lysosome (Table 1) [10]. Hereinafter, these ubiquitin ligases are referred to as the
RNF183 family. In this review, we summarize our current understanding of the molecular mechanisms
underlying the functions and regulation of these E3s in diseases.
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Figure 1. RNF183 family: (a) The phylogenetic tree for C3H2C3-RING E3s with transmembrane.
Protein sequences for E3s were aligned with a multiple sequence alignment using the CLUSTALW
(http://www.genome.jp/tools/clustalw); (b) The comparison of the domain structures of the RNF183
family. Information on the domain structure of RNF183 family protein was obtained from UniProt
(https://www.uniprot.org) for RNF183 (Q96D59), RNF186 (Q9NXI6), RNF182 (Q8N6D2), and RNF152
(Q8N8N0). RING, C3H2C3-RING domain; TM, transmembrane domain; a.a., amino acids.
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Table 1. Features of RNF183 family.

Gene Cellular
Localization Expressing Tissue Induction

Mechanism Substrate Protein
Associated
Signaling
Pathway

Types of
Ubiquitin

Chain
E2 Associated

Disease/Biological Function

RNF183
ER, Golgi,
lysosome
[11–13]

kidney, testis [10];
renal medullary

collecting duct [13]

prolonged ER stress
[11]; NFAT5 [13,14]

BIK [15]; BNIP3L
[16]; Bcl-xL [11];

IκBα [17]; DR5 [18];
Na,K-ATPase β1

subunit [19]

apoptosis
[11,14–16,18];

NF-κB [17,20,21]

K48 [11,15–17];
K63 [18,19]

Ubc5c (in vitro)
[11]; UbcH5c
(in vitro) [12]

IBD [17,18]; endometrial
carcinoma [22]; colorectal
cancer [15,16,20]; Ewing

Sarcoma [21]

RNF186 ER [23];
lysosome? [24]

lower
gastrointestinal

tract, kidney [10]

BNip1 [23];
Occludin [25];
Sestrin-2 [24]

apoptosis
[23,26];

mTORC1 [24]

K29 [23]; K48
[24,25]; K63

[23,24]
IBD [25,27–33]; CKD [34]

RNF182 lysosome [35]

nervous system
(cortex,

hippocampus,
cerebellum, spinal

cord) [10,35]

oxygen and glucose
deprivation [35];
MeCP2 mutation

[36];
ischemia-reperfusion

injury [37]; TLR
stimuli [38]

ATP6V0C [35];
NF-κB p65 subunit

[38]

apoptosis [35];
mTORC1 [37];

NF-κB [38]
K48 [35,38] Ubc5a (in vitro)

[35]

AD [35]; Rett syndrome [36];
colorectal cancer [39];

myocardial ischemia [37]

RNF152 lysosome [40]
kidney [10]; eyes,
neural tube [41];
floor plate [42]

FoxA2 [42] RagA [43]; Rheb
[44]

apoptosis [40];
mTORC1

[42–44]; Notch
[41]

K48 [40]; K63
[43]; mono [44]

UBC13 (in vivo)
[43]; Ubc5a

(in vitro) [40]

breast and prostate cancer [45];
colorectal cancer [44,46–48];

development of the eyes,
midbrain and hindbrain

(zebrafish) [41]; proliferation of
floor plate cells [42]
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2. RNF183

The E3 ubiquitin ligase RNF183 has been identified as a new biomarker of endometrial carcinoma
(EC) via gene expression screening and protein level experiments on carcinoma samples. Furthermore,
the differential expression of RNF183 in primary endometrial tumors has been shown to be correlated
with its expression level in corresponding uterine fluid samples and it exhibits an analogous value in
the initial stage of EC [22]. EC is the most common invasive tumor of the female genital tract, which is
usually detected in its initial stages. However, 20% of patients are at an advanced stage at the time of
detection. Because molecular markers for the diagnosis of EC have yet to be validated, new methods
for the medical prognostication and classification of EC are needed to combat this deadly disease.
RNF183 could be helpful as a precise molecular tool to diagnose EC and reduce unnecessary biopsies.

Another study has indicated that RNF183 interacts with fetal and adult testis-expressed 1 (FATE1)
in tumors and negatively regulates the apoptosis effector Bcl-2-interacting killer (BIK), leading to
increased viability of tumor cells [15]. FATE1 is one of the cancer/testis antigens whose expression is
biased to the testes but is also activated in cancer [49,50]. Depletion of FATE1 reduces the viability
of cancer cells. Large-scale proteomic studies have revealed that BIK is a FATE1-interacting partner.
At the same time, RNF183 has also been revealed to be a FATE1-interacting partner. BIK associates
with both FATE1 and RNF183, and both RNF183 depletion and the mutant RNF183, which exhibits
the loss of enzyme activity, increase BIK protein accumulation. Thus, FATE1 and RNF183 collaborate
to suppress BIK protein levels and escape from BIK-related apoptotic signaling [15]. However, in
Ewing sarcoma cells, no appreciable levels of BIK protein are detectable even in the presence of the
proteasome inhibitor MG132, and FATE1 depletion does not induce BIK accumulation.

There is another context-selective mechanism in Ewing sarcoma. FATE1 is most robustly induced
by the Ewing sarcoma breakpoint region 1-Friend Leukemia Integration 1 (EWSR1-FLI1) chimeric
transcription factor caused by a pathognomonic chromosomal translocation of Ewing sarcoma and
interacts with Bcl-2/adenovirus E1B 19 kDa protein-interacting protein 3-like (BNIP3L). Then, BNIP3L
is degraded in the presence of RNF183 [16]. Because BNIP3L is a tumor suppressor [51], its depletion
increases tumorigenesis in vivo [16].

Moreover, RNF183 has been identified as a gene conferring resistance to trametinib. Trametinib is
one of the anticancer drugs inhibiting MEK1/2 [52]. RNF183 expression is increased after trametinib
treatment, which in turn activates the NF-κB pathway. Then, the activated NF-κB increases the
expression of the pro-inflammatory cytokine interleukin-8 (IL-8), which is a downstream target of
NF-κB [20]. IL-8 signaling increases the proliferation and survival of cancer cells and potentiates their
migration [53]. Thus, RNF183 confers resistance to trametinib on colorectal cancer (CRC) cells and
promotes their proliferation and metastasis [20].

Under physiological conditions, RNF183 is not expressed in the large intestine, but is specifically
expressed in the kidney [10]. The abnormal expression of RNF183 is thought to be involved in several
diseases, not only tumorigenesis but also inflammatory conditions such as inflammatory bowel disease
(IBD), including Crohn’s disease (CD) and ulcerative colitis (UC), which is a chronic, idiopathic,
inflammatory, gastrointestinal disease, the molecular mechanism underlying the development and
pathophysiology of which have not been fully elucidated. [15–17,20–22]. However, FATE1 is not
expressed in the intestine. Therefore, there is a FATE1-independent inflammatory mechanism involving
RNF183 in the large intestine. In fact, some studies have shown that RNF183 is upregulated in colon
samples of the intestinal tissues of IBD patients [17] and the colons of mice with colitis treated with
trinitrobenzene sulfonic acid (TNBS) or dextran sulfate sodium (DSS) [17,18].

It has been reported that RNF183 is largely involved in executing apoptosis in response to
prolonged ER stress. It is considered that the mechanism of apoptosis involving RNF183 features
the ubiquitylation and degradation of B-cell lymphoma extra-large (Bcl-xL), which functions as an
inhibitor of apoptosis by preventing cytochrome c release [11]. Bcl-xL is usually localized to the
mitochondria [54], whereas RNF183 is predominantly localized to the ER, Golgi, and lysosome [12].
Some Bcl-xL may be targeted to the ER [55], where it is in the vicinity of RNF183. Then, since
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their cytosolic domains can interact with each other, they interact directly and RNF183 ubiquitylates
Bcl-xL [11]. The detailed mechanism behind this involves inositol requiring 1α (IRE1α) being activated
by prolonged ER stress and readily decreasing microRNA-7 (miR-7) and microRNA-96 (miR-96),
presumably by the digestion of miR precursors through the IRE1-dependent decay of mRNA [56,57].
Since miR-7 and miR-96 negatively regulate RNF183 by directly interacting with its 3′-UTR [17], their
decrease eventually stabilizes the RNF183 mRNA and leads to increased protein levels. This increase
in RNF183 in turn promotes its binding to Bcl-xL, polyubiquitylation, and subsequent degradation.
The gradual decrease in Bcl-xL levels eventually triggers the intrinsic apoptotic pathway [11]. It has
also been reported that increased RNF183 due to decreased miR-7 may contribute to the pathogenesis
of IBD by recognizing NF-κB inhibitor α (IκBα), not Bcl-xL, as a substrate and degrading ubiquitylated
IκBα [17]. Because IκBα is a suppressor of NF-κB, the reduction of IκBα by ubiquitylation and
degradation induces NF-κB activation.

Recently, another mechanism of RNF183-related IBD pathogenesis has also been reported.
Specifically, RNF183 recognizes DR5 as a substrate protein and K63-ubiquitylated DR5 is transported
to lysosomes for degradation. In addition, RNF183 promotes TRAIL-induced caspase activation
and apoptosis, providing new insights into the potential roles of RNF183 in DR5-mediated caspase
activation in the pathogenesis of IBD [18]. RNF183-mediated ubiquitylation of substrates, Bcl-xL,
IκBα, and DR5, and the negative regulation of RNF183 by miR-7 may be important novel epigenetic
mechanisms in the pathogenesis of IBD.

In human and mouse tissues, RNF183 is specifically expressed in the kidney [10]. In particular,
high Rnf183 expression in the renal medullary collecting duct has been reported from a tissue analysis
using GFP-knock-in mice [13]. The kidney is the only tissue that is continuously under hypertonic
conditions, and this hypertonicity gradually increases from the outer medulla down to the inner
medulla. Nuclear factor of activated T cells 5 (NFAT5)/tonicity-responsive enhancer-binding protein is
a transcription factor essential for the adaptation to hypertonic conditions, under which it stimulates
the transcription of some genes [58]. The Rnf183 gene is also downstream of NFAT5 [14]. Indeed, the
expression of Rnf183 in the renal medulla is dramatically decreased upon treatment with the loop
diuretic furosemide, which can downregulate NFAT5 levels by inhibiting the Na-K-Cl cotransporter
type 2 (NKCC2) and inducing hypotonicity in the medulla [13]. This is consistent with the decrease
in NFAT5 protein and the mRNA expression of its target gene. Additionally, Rnf183 expression
increases markedly in mouse inner-medullary collecting duct (mIMCD-3) cells treated with hypertonic
NaCl. Rnf183, as well as several NFAT5 downstream genes, protects renal medullary cells from
hypertonicity-induced apoptosis. mIMCD-3 cells transfected with siRNA targeting Rnf183 exhibit
significant increases in cleaved caspase-3 protein levels. Therefore, Rnf183 expression is involved in
the osmotic tolerance of mIMCD-3 cells [14].

In terms of its subcellular localization, RNF183 is predominantly localized to the endoplasmic
reticulum (ER), Golgi apparatus and lysosome. Its stability depends on its interaction with Sec16A,
which is involved in the formation of coat protein complex II (COPII) vesicles. However, Sec16A is not
ubiquitylated by RNF183 [12]. Recently, it has been identified that the Na,K-ATPase β1 subunit, which
forms a complex with Na,K-ATPase α1 subunit on the plasma membrane, is one of the substrates
for RNF183. Na,K-ATPase contributes to the regulation of cell volume and solute absorption by the
active transport of Na+ and K+ across the plasma membrane [59], and the expression of both α1
and β1 subunits is increased for adapting hypertonic condition in human renal cells [60]. RNF183
ubiquitylates only the β1 subunit, not the α1 subunit. Then, a complex with α1 and β1 subunits
translocates from the plasma membrane to the lysosome, where it is degraded [19]. Therefore, RNF183
may play an important role in the kidney for the adaptation to hyperosmotic stress by regulating the
level of Na,K-ATPase.

As described above, the kidney-specific ubiquitin ligase RNF183 protects cells from apoptosis
induced by hypertonic stress in the kidney, whereas its aberrant expression such as in the colon induces
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inflammatory and tumorigenesis. Understanding the function of RNF183 could lead to new therapeutic
strategies for patients with IBD and various types of cancer.

3. RNF186

A study of the distribution of RNF186 has indicated that its expression is highest in the lower
gastrointestinal tract in both human and mouse tissues [10]. Initially, the RNF186 gene was identified
as a locus associated with the risk of UC by several genome-wide association studies (GWAS) [27–30].
However, its function has only recently been clarified. Recently, deep resequencing of GWAS loci
identified a causal variant in RNF186 that encodes an alanine-to-threonine substitution at position
64 [31]. This variant confers risk for the development of UC. The A64T variant is located in the
RING-finger domain of RNF186. Since the RING-finger domain possesses E3 ubiquitin-protein ligase
activity, there is the possibility that the A64T variant exhibits a reduction or complete loss of enzyme
activity. A report indicates that RNF186 is thus a candidate for an association with the development of
chronic inflammation in the intestine of UC. In addition, a recent study focusing on protein-truncating
variants identified a novel genetic variant in RNF186, R179X [32]. This variant contributes to protection
against UC. The R179X truncation is expressed at reduced levels and is diffusely localized, not in the
ER, but preferentially in the plasma membrane [32]. Studying the specific effects of this variant, which
has not yet been performed, should be useful for understanding the mechanism by which it protects
against UC. In humans, RNF186 is also expressed in the kidney [10]. Interestingly, R179X truncation,
which confers protection against UC, has also been identified as a factor associated with an increased
risk of chronic kidney disease (CKD) [34].

Several RNF186 substrates have been identified, for example, Bcl2/adenovirus E1B 19-kDa
interacting protein 1 (BNip1), occludin, and Sestrin-2 [23–25]. BNip1, a Bcl-2 family protein, co-localizes
with and binds to RNF186 in the ER. RNF186 conjugates polyubiquitin through K29 and K63 linkage to
BNip1 and the ubiquitylated BNip1 is transferred from the ER to the mitochondria [23]. Because BNip1
can induce a moderate level of apoptosis [61], RNF186 may regulate ER stress-induced apoptosis
by the ubiquitylation of BNip1. The overexpression of RNF186 upregulates the critical regulators
in the unfolded protein response (UPR), such as chaperone protein BiP/GRP78 and pro-apoptotic
transcription factor CHOP/GADD153. Additionally, RNF186 triggers caspase-12 activation, which
plays a role in inducing apoptosis in ER stress. Ca2+ is a secondary messenger of ER stress, and RNF186
actually promotes Ca2+ leakage from the ER [23]. Moreover, the expression of Rnf186 has been shown
to be induced in the livers of mice with diabetes, obesity, and diet-induced obesity. In mouse primary
hepatocytes, the overexpression of Rnf186 increases the protein levels of the ER stress markers, IRE1
and CHOP, as well as the level of eIF2α phosphorylation, and the treatment with tauroursodeoxycholic
acid, the inhibitor of ER stress, decreases the expression of ER stress markers. It has been indicated that
the overexpression of Rnf186 induces ER stress. These effects interfere with insulin action through the
phosphorylation of insulin receptor substrate 1 (IRS1) by c-Jun N-terminal kinase (JNK). Furthermore,
it has also been shown that the expression levels of proinflammatory cytokines, including TNF-α, IL-6,
and MCP1, are increased by overexpressing Rnf186. Thus, Rnf186 may be a novel therapeutic target
for the treatment of metabolic diseases associated with insulin resistance [26].

Occludin is one of the tight junction proteins, which control gastrointestinal tract permeability.
In the colonic epithelia of mice with Rnf186 knockout, the expression of occludin protein is increased
and its distribution is changed, resulting in increased permeability of small organic molecules. Rnf186
ubiquitylates occludin through K48-linked chains. Because K48-linked polyubiquitylation contributes
to regulating protein turnover through proteasomal degradation, it is consistent with the increased
expression of occludin in colonic epithelia of Rnf186 knockout mice. Disordered protein homeostasis
in Rnf186 knockout mice correlates with enhanced ER stress in colonic epithelium and increased
susceptibility to intestinal inflammation by DSS treatment. Therefore, it has been suggested that
RNF186 is an E3 ubiquitin ligase controlling the homeostasis of occludin and ER stress in the colon [25].
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Sestrin-2 is one of the intracellular amino acid sensors and functions as an inhibitor of mTORC1
signaling by interacting with GAP activity toward Rags 2 (GATOR2) [62]. This function occurs in
a cytosolic leucine-dependent manner. When leucine is abundant in the cytosol, interference of the
interaction between Sestrin-2 and GATOR2 occurs, allowing the activation of GATOR2. Because
GATOR2 negatively regulates the GAP (GTPase-activating protein) activity of GATOR1, which inhibits
mTORC1 activity, the decrease of Sestrin-2 indirectly activates mTOR1. Although Sestrin-2 has been
shown to be transcriptionally controlled by several mechanisms, the regulation of the post-translational
degradation of Sestrin-2 remains unclear. A recent study has shown that RNF186 and Sestrin-2 bind
to each other via C-terminal motifs and RNF186 polyubiquitylated lysine residue at position 13 in
Sestrin-2 with K48 linkage [24]. The ubiquitylated Sestrin-2 is degraded through the proteasome system.
This is a new mechanism regulating mTORC1 activity through E3 ligases. In addition, Sestrin-2 also
contains polyubiquitin chains with K63 linkages. Although this type has been shown to be involved in
various processes, such as cellular trafficking, the role of the K63-linked ubiquitylation of Sestrin-2
remains unknown.

4. RNF182

RNF182 is the member of the RNF183 family on which the fewest reports have been published.
It was initially identified as an upregulated gene in postmortem brains of patients with Alzheimer’s
disease (AD) [35]. RNF182 is selectively expressed in the nervous system, such as the cortex,
hippocampus, cerebellum, and spinal cord, but not in the heart, liver, kidney, and skeletal muscle.
RNF182 is expressed in differentiated Ntera2 (NT2) neurons and was shown to be upregulated by
oxygen and glucose deprivation. RNF182 overexpression can initiate the death of neuronal cells.
In addition, yeast two-hybrid screening revealed that V-type proton ATPase 16 kDa proteolipid
subunit (ATP6V0C) is a substrate of RNF182. RNF182 promotes the degradation of ATP6V0C via the
proteasome pathway. Because ATP6V0C is a key component of gap junctions and neurotransmitter
release channels, the upregulation of RNF182 in AD brains might induce ATP6V0C degradation and
contribute to the pathophysiology of AD.

Next, RNF182 was identified as a gene associated with Rett syndrome. Patients with Rett syndrome
often exhibit heterozygous mutations in the methyl-CpG-binding protein 2 (MECP2) gene encoding a
transcriptional modulator [63]. Gene expression profiles obtained by microarray analysis revealed that
RNF182 is upregulated in mutant MeCP2 fibroblasts obtained from patients with Rett syndrome [36].
Since, as described above [35], RNF182 possibly compromises brain function, it is speculated to be
involved in postnatal neurodevelopmental abnormalities associated with Rett syndrome.

Although RNF182 appears to be specifically expressed in the nervous system, its expression and
function in other tissues were reported. Rnf182 was also shown to be upregulated in a rat model of
myocardial ischemia–reperfusion injury (MIRI) [37]. Its silencing by shRNA was shown to reduce
myocardial infarct size and myocardial cell apoptosis in this rat model. Intriguingly, RNF182, as well
as RNF152 [43,44] and RNF186 [24], is associated with the mTOR signaling pathway, since Rnf182
silencing and treatment with phosphoesterase, an inhibitor of the mTOR signaling pathway, reverse
the effect of Rnf182 silencing in the MIRI rat. Thus, it is likely that Rnf182 silencing activates the mTOR
signaling pathway, resulting in improved ventricular remodeling after MIRI. However, the target
substrate of RNF182 was not identified in this study.

The expression of RNF182 has been observed in immune tissues such as lymph nodes and spleen
and in immune cells such as macrophages and dendritic cells [38], although the levels of expression
were not compared with that in nerve tissues. Lipopolysaccharide, poly(I:C) and CpG, which is
involved in Toll-like receptor (TLR) signaling, induced RNF182 expression. Moreover, RNF182 silencing
can specifically suppress TLR-induced activation of NF-κB and the NF-κB-mediated production of
proinflammatory cytokines. RNF182 mediates K48-linked polyubiquitylation of the subunit p65 of
NF-κB and its degradation via the proteasome pathway in macrophages. Therefore, RNF182 may be
upregulated by immune responses and involved in the feedback of inflammatory responses.
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5. RNF152

In terms of studies on RNF152, it was first reported as having decreased expression in breast and
prostate cancer cell lines [45]. Next, RNF152 was cloned and characterized as a ubiquitin ligase [40].
It is localized in lysosomes and its overexpression can mediate self-polyubiquitylation through K48
linkage and induce apoptosis. However, its substrates and function initially remained unknown.

For the first time among members of the RNF183 family, RNF152 has been reported to be
involved in mTOR signaling [43]. The ubiquitylation of RagA, which belongs to the Rag family
of small GTPases and recruits mTORC1 to the lysosomal membrane [62], is markedly increased in
response to amino acid starvation. RNF152 was identified among some lysosomal ubiquitin ligases
and ubiquitylated RagA in a K63-linked manner. Increased amino acid levels facilitate the interaction
of RNF152 with RagA and RNF152-mediated RagA ubiquitylation. RNF152 selectively ubiquitylates
the inactive form of RagA (RagA-GDP/RagC-GTP), but not the active form (RagA-GTP/RagC-GDP),
suggesting that the interaction between RNF152 and RagA is regulated by the nucleotide-bound status
of RagA. Furthermore, the authors carefully demonstrated that RNF152 acts as a negative regulator of
amino-acid-induced mTORC1 activation. RNF152-mediated RagA ubiquitylation promotes the binding
between RagA and GATOR1, a GAP complex for Rag GTPases [62], resulting in the inactivation of RagA.
USP17L2/DUB3 (ubiquitin carboxyl-terminal hydrolase 17), a deubiquitylating enzyme, was identified
for RagA ubiquitylated by RNF152. Moreover, RNF152 knockout revealed that the deficiency of
RNF152 causes the hyperactivation of mTORC1 and inhibits amino-acid-starvation-induced autophagy.

Four years later, the same group demonstrated that RNF152 is involved in the ubiquitylation of
Rheb, another mTORC1 signal molecule, in growth factor-induced mTORC1 activation, not amino
acids [62]. Rheb acts as a small GTPase like RagA and activates mTORC1 in its GTP-bound form.
RNF152 induces Rheb monoubiquitylation that enhances binding to TSC2, which is a core subunit of the
TSC complex and functions as a GAP [62], resulting in mTORC1 inactivation. On the other hand, USP4
was identified as a DUB for Rheb [64]. USP4 promotes the activation of Rheb by removing ubiquitin
from it. USP4 activity is regulated by the EGF-Akt-mediated phosphorylation at S445. Therefore,
RNF152 and USP4 can regulate Rheb activity negatively and positively, respectively, downstream of
the EGF pathway. Since Rheb ubiquitylation negatively regulates mTORC1 activation, RNF152 can
regulate cellular autophagy positively and cell proliferation negatively. Studies of USP4 knockout mice
revealed that USP4 upregulates tumor growth in an mTORC1-dependent manner. In contrast, TCGA
database indicates that RNF152 expression is downregulated in various types of cancer, including
colon, lung, kidney, and liver cancers.

RNF152 in addition to RNF183 is also associated with CRC. 1,2-Dimethylhydrazine (DMH) is a
potent carcinogen that acts as a DNA methylating agent. Microarray gene expression analysis showed
that Rnf152 was upregulated in DMH-injected CRC model mice provided with high-calcium feed,
compared with that in those provided with normal feed [46]. An additional relationship of RNF152
with CRC was reported in mTORC1 signaling [47]. RNF152 expression is significantly reduced in CRC
tissues compared with that in normal tissues. The expression levels of RNF152 were reported to be
correlated with prognosis in patients with CRC. Using cell lines and xenografts, it was demonstrated
that RNF152 overexpression significantly decreased CRC cell growth in vitro and in vivo. RNF152
inhibits CRC cell proliferation by suppressing mTORC1, resulting in the induction of autophagy and
apoptotic cell death. Although the ubiquitylation of RagA by RNF152 was not demonstrated in CRC
cells, this finding is consistent with RNF152-mediated mTORC1 downregulation.

Rnf152 was first revealed to play a physiological role using zebrafish embryos [41]. The rnf152
transcript is now known to be expressed from the one-cell stage (maternally) to 48 h post-fertilization
(hpf) (zygotically). Rnf152 is ubiquitously expressed in the brain at 24 hpf, whereas its expression is
restricted to the eyes, midbrain–hindbrain boundary (MHB), and rhombomeres at 48 hpf. Since Rnf152
knockdown in zebrafish embryos leads to morphological defects in the eyes, MHB, and rhombomeres
at 24 hpf, Rnf152 is required for appropriate development of the eyes and neural tube later than 18 hpf
during embryogenesis. NeuroD is a marker for the inner and outer layers of the eyes at 48 hpf and
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plays a crucial role in regulating cell cycle exit and cell fate determination in mitotic cells [65,66].
NeuroD expression in rnf152-deficient embryos disappears in the marginal zone, outer nuclear layer
(ONL), inner nuclear layer (INL), and ganglion cell layer (GCL) of the eyes at 27 hpf. Furthermore,
the expression of deltaD and notch1a in rnf152 morphants is remarkably reduced in the ONL, INL,
subpallium, tectum, and cerebellum [67]. Knockdown of rnf152 was found to cause decreases of the
expression of her4 and ascl1a, Notch target genes [68], in specific regions at 24 hpf. Taking these
findings together, Rnf152 may play essential roles in the development of the eyes, midbrain, and
hindbrain, as well as the activation of Delta-Notch signaling. However, Deng et al. have already
reported that Rnf152 knockout mice exhibited no difference in birth rates from the expected Mendelian
ratios, suggesting that RNF152 is not required for embryonic development, at least in mouse [43].
Although these findings suggest that ubiquitin ligases other than Rnf152 can work in the neural
development of mammals, it remains unknown whether Rnf182, which is also expressed in the nervous
system, works compensatorily.

One study reported on the relationship between the RNF152–mTORC1 axis and neural
development [42]. The cell proliferation rate of the floor plate in the ventral region of the neural
tube remains low [69]. Forkhead-type transcription factor FoxA2 was demonstrated to be a negative
regulator of mTORC1 signaling in the floor plate [70]. Furthermore, RNF152 was identified as a target
gene for FoxA2 among mTORC1 signaling genes. The silencing of RNF152 causes aberrant mTOR
activation and aberrant cell division in the floor plate. Therefore, RNF152 may function as a negative
regulator for the mTORC1 signaling in the floor plate downstream of FoxA2.

6. mTORC1 in Cancer

A common feature of members of the RNF183 family, with the exception of RNF183, is the ability
to regulate mTORC1 signaling in the lysosomal membrane, albeit in different manners. RNF152 [43,44]
and RNF182 [37] negatively regulate it, whereas RNF186 [24] positively regulates it (Figure 2). Since
mTORC1 signaling is important for cell growth [62], these E3s may be involved in cancer progression.
Indeed, members of the RNF183 family are known to be commonly associated with cancer (Table 1).
As demonstrated by the findings for RNF152 [44,47], the expression levels of these E3s may affect cell
proliferation by regulating mTORC1. Moreover, members of the RNF183 family, except RNF186, are
frequently associated with CRC. The expression of RNF183 and RNF182 is upregulated in CRC [21,39],
whereas that of RNF152 is downregulated [44,47]. This tendency is largely consistent with the findings
for other cancers in TCGA database. Thus, the expression levels of these E3s may also be associated
with the progression of other cancers besides CRC. Further investigations are needed to determine
whether members of the RNF183 family are involved in other cancers, which are regulated by mTORC1.
The mTORC1 signal is currently attracting attention as a target for drug discovery, and mTOR inhibitors
such as everolimus are actually in use as molecular-targeted drugs for various cancers [62]. Therefore,
if the mTORC1 signal of the RNF183 family and its involvement in cancer are clarified, they have
potential as targets for new anticancer agents.
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is identified as a DUB for Rheb, deubiquitylates the ubiquitylated Rheb and cancels the negative 
regulation by mono ubiquitylation. USP4 is phosphorylated by the EGF-Akt pathway. Shh-dependent 
FoxA2-transcriptional activity induces RNF152 expression. The expression of RNF182 is induced by 
ischemia-reperfusion injury; however, the mechanism of mTORC1 suppression by RNF182 remains 
unknown. The arrows indicate activation, and the T-bars indicate inhibition. The red arrows indicate 
the effects of ubiquitylation by RNF186 or RNF152. The red characters indicate the types of 
ubiquitylation by RNF186 or RNF152. The dotted arrow indicates that the detailed mechanism is 
unknown. 
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[11,17] and TLR signaling [38], respectively (Figure 3). Therefore, these E3s are not only induced by 
inflammatory stimuli but also regulate inflammatory responses as a feedback mechanism. 
Furthermore, RNF183 expression is upregulated by NFAT5 under hypertonic conditions [14]. NFAT5 
belongs to the NF-κB/Rel family and is involved in inflammatory responses like NF-κB [58]. Since 
hyperosmotic response genes include a number of inflammatory genes, which are upregulated by 
NFAT5, RNF183 may play important roles in inflammation as well as hypertonic stress response. 
Recently, the relationship between osmotic stress and inflammation was suggested [71]. Thus, 
RNF183 may be a key factor that links osmotic stress to inflammation. In fact, since it has been 
reported that osmotic stress exacerbates IBD [72], the osmotic stress response associated with RNF183 
may play an important role in the pathology of IBD. Therefore, it is anticipated that substrates of 
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Figure 2. RNF186, RNF182, and RNF152 are involved in the regulation of the mTORC1 pathway. RNF186
regulates positively by degrading Sestrin-2 ubiquitylated with K48-linked chain, whereas RNF182
and RNF152 are native regulators. RNF152 involves two pathways: the K63-linked ubiquitylation of
RagA and the mono ubiquitylation of Rheb. The ubiquitylated RagA and Rheb enhance the binding
performance with GATOR1 and TSC, respectively. Phosphorylated USP4, which is identified as a
DUB for Rheb, deubiquitylates the ubiquitylated Rheb and cancels the negative regulation by mono
ubiquitylation. USP4 is phosphorylated by the EGF-Akt pathway. Shh-dependent FoxA2-transcriptional
activity induces RNF152 expression. The expression of RNF182 is induced by ischemia-reperfusion
injury; however, the mechanism of mTORC1 suppression by RNF182 remains unknown. The arrows
indicate activation, and the T-bars indicate inhibition. The red arrows indicate the effects of
ubiquitylation by RNF186 or RNF152. The red characters indicate the types of ubiquitylation by
RNF186 or RNF152. The dotted arrow indicates that the detailed mechanism is unknown.

7. NF-κB and NFAT5 in Inflammation and Osmotic Stress

RNF183 and RNF182 have the opposite effects on the NF-κB pathway in the degradation of
IκBα [17] and NF-κB p65 subunit [38], respectively. RNF183 and RNF182 are induced by miR-7
reduction [11,17] and TLR signaling [38], respectively (Figure 3). Therefore, these E3s are not only
induced by inflammatory stimuli but also regulate inflammatory responses as a feedback mechanism.
Furthermore, RNF183 expression is upregulated by NFAT5 under hypertonic conditions [14]. NFAT5
belongs to the NF-κB/Rel family and is involved in inflammatory responses like NF-κB [58]. Since
hyperosmotic response genes include a number of inflammatory genes, which are upregulated by
NFAT5, RNF183 may play important roles in inflammation as well as hypertonic stress response.
Recently, the relationship between osmotic stress and inflammation was suggested [71]. Thus, RNF183
may be a key factor that links osmotic stress to inflammation. In fact, since it has been reported that
osmotic stress exacerbates IBD [72], the osmotic stress response associated with RNF183 may play an
important role in the pathology of IBD. Therefore, it is anticipated that substrates of RNF183 related to
osmotic stress in IBD will be identified.
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Figure 3. RNF183 and RNF182 are involved in the regulation of the NF-κB pathway. First, RNF183
ubiquitylates IκBα. Then, the ubiquitylated IκBα is degraded, and next, the NF-κB pathway is activated.
The miR-7 suppresses the transcription of RNF183. TNFα and prolonged ER stress decrease miR-7,
resulting in an increased expression of RNF183. RNF182 ubiquitylates and degrades the subunit p65 of
NF-κB, and the TLR stimuli induces the expression of RNF182. Both IκBα and the subunit p65 of NF-κB
are ubiquitylated with K48 chain. The arrows indicate activation and the T-bars indicate inhibition.

8. Conclusions

Members of the RNF183 family are widely expressed in the ER, Golgi apparatus, endosomes,
and lysosomes. Although their substrates do not overlap with each other, they are involved in some
common signaling pathways, such as mTORC1 and NF-κB (Table 1). The tissue expression pattern of
these E3s is restricted, but overlaps in some tissues, such as the kidney (RNF183, RNF152, and RNF186),
the nervous system (RNF152 and RNF182), and the colon (RNF186 and RNF183) [10]. Thus, it is
possible that these E3s could function competitively or cooperatively in the regulation of common
pathways. The tissue- and development-specific expression of the RNF183 family suggests that it plays
an essential role in specific biological functions. To address the problem of dissociated phenotype in
the development of knockout mice [43] and species other than mammals [41,42], it is necessary to
establish mice with the knockout of two or more genes. It is also important to investigate whether
the RNF183 family works in a coordinated and compensatory manner. On the other hand, it is very
difficult to identify the substrates of E3, and experiments involving overexpression alone cannot reveal
the true physiological function of a substrate. Therefore, the development of technology for identifying
in vivo substrates will be important.
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Abbreviations

AD Alzheimer’s disease
ATP6V0C V-type proton ATPase 16 kDa proteolipid subunit
Bcl-xL B-cell lymphoma extra large
BIK Bcl-2-interacting killer
BNip1 Bcl2/adenovirus E1B 19-kDa interacting protein 1
BNIP3L cl-2/adenovirus E1B 19 kDa protein-interacting protein 3-like
CD Crohn’s disease
CKD chronic kidney disease
CRC colorectal cancer
DR5 Death receptor 5
DSS dextran sulfate sodium
DUB deubiquitinase
E1 ubiquitin-activating enzyme
E2 ubiquitin-conjugating enzyme
E3 ubiquitin ligase
EC endometrial carcinoma
ER endoplasmic reticulum
EWSR1-FLI1 Ewing sarcoma breakpoint region 1-Friend Leukemia Integration 1
FATE1 fetal and adult testis-expressed 1
GAP GTPase-activating protein
GATOR GAP activity toward RAGs
GCL ganglion cell layer
GWAS genome-wide association study
hpf hours post-fertilization
IBD inflammatory bowel disease
IκB Inhibitor of NF-κB
INL inner nuclear layer
IRE1α Inositol requiring 1α
IRS1 insulin receptor substrate 1
JNK c-Jun N-terminal kinase
MeCP2 methyl-CpG-binding protein 2
MHB midbrain–hindbrain boundary
mIMCD mouse inner medullary collecting duct
MIRI myocardial ischemia–reperfusion injury
mTORC1 mammalian target of rapamycin complex 1
NFAT5 Nuclear factor of activated T cells 5
NF-κB nuclear factor-kappa B
NT2 Ntera2
ONL outer nuclear layer
Shh Sonic hedgehog
TLR Toll-like receptor
TNBS trinitrobenzene sulfonic acid
TNF-α Tumor necrosis factor-α
UC ulcerative colitis
UPR unfolded protein response
Ub Ubiquitin

References

1. Rennie, M.L.; Chaugule, V.K.; Walden, H. Modes of allosteric regulation of the ubiquitination machinery.
Curr. Opin. Struct. Biol. 2020, 62, 189–196. [CrossRef]

2. Hann, Z.S.; Ji, C.; Olsen, S.K.; Lu, X.; Lux, M.C.; Tan, D.S.; Lima, C.D. Structural basis for adenylation and
thioester bond formation in the ubiquitin E1. Proc. Natl. Acad. Sci. USA 2019, 116, 15475–15484. [CrossRef]

http://dx.doi.org/10.1016/j.sbi.2020.02.003
http://dx.doi.org/10.1073/pnas.1905488116


Int. J. Mol. Sci. 2020, 21, 3921 13 of 16

3. Buetow, L.; Huang, D.T. Structural insights into the catalysis and regulation of E3 ubiquitin ligases. Nat. Rev.
Mol. Cell Biol. 2016, 17, 626–642. [CrossRef]

4. Walden, H.; Rittinger, K. RBR ligase-mediated ubiquitin transfer: A tale with many twists and turns.
Nat. Struct. Mol. Biol. 2018, 25, 440–445. [CrossRef]

5. Bernassola, F.; Chillemi, G.; Melino, G. HECT-Type E3 Ubiquitin Ligases in Cancer. Trends Biochem. Sci. 2019,
44, 1057–1075. [CrossRef]

6. Ruan, J.; Schlüter, D.; Wang, X. Deubiquitinating enzymes (DUBs): DoUBle-edged swords in CNS
autoimmunity. J. Neuroinflamm. 2020, 17, 102. [CrossRef]

7. Kwon, Y.T.; Ciechanover, A. The Ubiquitin Code in the Ubiquitin-Proteasome System and Autophagy.
Trends Biochem. Sci. 2017, 42, 873–886. [CrossRef]

8. Davis, M.E.; Gack, M.U. Ubiquitination in the antiviral immune response. Virology 2015, 479, 52–65.
[CrossRef]

9. Grice, G.L.; Nathan, J.A. The recognition of ubiquitinated proteins by the proteasome. Cell. Mol. Life Sci.
2016, 73, 3497–3506. [CrossRef]

10. Kaneko, M.; Iwase, I.; Yamasaki, Y.; Takai, T.; Wu, Y.; Kanemoto, S.; Matsuhisa, K.; Asada, R.; Okuma, Y.;
Watanabe, T.; et al. Genome-wide identification and gene expression profiling of ubiquitin ligases for
endoplasmic reticulum protein degradation. Sci. Rep. 2016, 6, 30955. [CrossRef]

11. Wu, Y.; Li, X.; Jia, J.; Zhang, Y.; Li, J.; Zhu, Z.; Wang, H.; Tang, J.; Hu, J. Transmembrane E3 ligase RNF183
mediates ER stress-induced apoptosis by degrading Bcl-xL. Proc. Natl. Acad. Sci. USA 2018, 115, E2762–E2771.
[CrossRef]

12. Wu, Y.; Guo, X.P.; Kanemoto, S.; Maeoka, Y.; Saito, A.; Asada, R.; Matsuhisa, K.; Ohtake, Y.; Imaizumi, K.;
Kaneko, M. Sec16A, a key protein in COPII vesicle formation, regulates the stability and localization of the
novel ubiquitin ligase RNF183. PLoS ONE 2018, 13, e0190407. [CrossRef]

13. Maeoka, Y.; Okamoto, T.; Wu, Y.; Saito, A.; Asada, R.; Matsuhisa, K.; Terao, M.; Takada, S.; Masaki, T.;
Imaizumi, K.; et al. Renal medullary tonicity regulates RNF183 expression in the collecting ducts via NFAT5.
Biochem. Biophys. Res. Commun. 2019, 514, 436–442. [CrossRef]

14. Maeoka, Y.; Wu, Y.; Okamoto, T.; Kanemoto, S.; Guo, X.P.; Saito, A.; Asada, R.; Matsuhisa, K.; Masaki, T.;
Imaizumi, K.; et al. NFAT5 up-regulates expression of the kidney-specific ubiquitin ligase gene Rnf183 under
hypertonic conditions in inner-medullary collecting duct cells. J. Biol. Chem. 2019, 294, 101–115. [CrossRef]

15. Maxfield, K.E.; Taus, P.J.; Corcoran, K.; Wooten, J.; Macion, J.; Zhou, Y.; Borromeo, M.; Kollipara, R.K.;
Yan, J.; Xie, Y.; et al. Comprehensive functional characterization of cancer-testis antigens defines obligate
participation in multiple hallmarks of cancer. Nat. Commun. 2015, 6, 8840. [CrossRef]

16. Gallegos, Z.R.; Taus, P.; Gibbs, Z.A.; McGlynn, K.; Gomez, N.C.; Davis, I.; Whitehurst, A.W. EWSR1-FLI1
Activation of the Cancer/Testis Antigen FATE1 Promotes Ewing Sarcoma Survival. Mol. Cell Biol. 2019, 39.
[CrossRef]

17. Yu, Q.; Zhang, S.; Chao, K.; Feng, R.; Wang, H.; Li, M.; Chen, B.; He, Y.; Zeng, Z.; Chen, M. E3 Ubiquitin ligase
RNF183 Is a Novel Regulator in Inflammatory Bowel Disease. J. Crohn’s Colitis 2016, 10, 713–725. [CrossRef]

18. Wu, Y.; Kimura, Y.; Okamoto, T.; Matsuhisa, K.; Asada, R.; Saito, A.; Sakaue, F.; Imaizumi, K.; Kaneko, M.
Inflammatory bowel disease-associated ubiquitin ligase RNF183 promotes lysosomal degradation of DR5
and TRAIL-induced caspase activation. Sci. Rep. 2019, 9, 20301. [CrossRef]

19. Okamoto, T.; Wu, Y.; Matsuhisa, K.; Saito, A.; Sakaue, F.; Imaizumi, K.; Kaneko, M. Hypertonicity-responsive
ubiquitin ligase RNF183 promotes Na, K-ATPase lysosomal degradation through ubiquitination of its β1
subunit. Biochem. Biophys. Res. Commun. 2020, 521, 1030–1035. [CrossRef]

20. Geng, R.; Tan, X.; Zuo, Z.; Wu, J.; Pan, Z.; Shi, W.; Liu, R.; Yao, C.; Wang, G.; Lin, J.; et al. Synthetic lethal
short hairpin RNA screening reveals that ring finger protein 183 confers resistance to trametinib in colorectal
cancer cells. Chin. J. Cancer 2017, 36, 63. [CrossRef]

21. Geng, R.; Tan, X.; Wu, J.; Pan, Z.; Yi, M.; Shi, W.; Liu, R.; Yao, C.; Wang, G.; Lin, J.; et al. RNF183 promotes
proliferation and metastasis of colorectal cancer cells via activation of NF-κB-IL-8 axis. Cell Death Dis. 2017,
8, e2994. [CrossRef] [PubMed]

22. Colas, E.; Perez, C.; Cabrera, S.; Pedrola, N.; Monge, M.; Castellvi, J.; Eyzaguirre, F.; Gregorio, J.; Ruiz, A.;
Llaurado, M.; et al. Molecular markers of endometrial carcinoma detected in uterine aspirates. Int. J. Cancer
2011, 129, 2435–2444. [CrossRef] [PubMed]

http://dx.doi.org/10.1038/nrm.2016.91
http://dx.doi.org/10.1038/s41594-018-0063-3
http://dx.doi.org/10.1016/j.tibs.2019.08.004
http://dx.doi.org/10.1186/s12974-020-01783-8
http://dx.doi.org/10.1016/j.tibs.2017.09.002
http://dx.doi.org/10.1016/j.virol.2015.02.033
http://dx.doi.org/10.1007/s00018-016-2255-5
http://dx.doi.org/10.1038/srep30955
http://dx.doi.org/10.1073/pnas.1716439115
http://dx.doi.org/10.1371/journal.pone.0190407
http://dx.doi.org/10.1016/j.bbrc.2019.04.168
http://dx.doi.org/10.1074/jbc.RA118.002896
http://dx.doi.org/10.1038/ncomms9840
http://dx.doi.org/10.1128/MCB.00138-19
http://dx.doi.org/10.1093/ecco-jcc/jjw023
http://dx.doi.org/10.1038/s41598-019-56748-6
http://dx.doi.org/10.1016/j.bbrc.2019.11.001
http://dx.doi.org/10.1186/s40880-017-0228-1
http://dx.doi.org/10.1038/cddis.2017.400
http://www.ncbi.nlm.nih.gov/pubmed/28796265
http://dx.doi.org/10.1002/ijc.25901
http://www.ncbi.nlm.nih.gov/pubmed/21207424


Int. J. Mol. Sci. 2020, 21, 3921 14 of 16

23. Wang, P.; Wu, Y.; Li, Y.; Zheng, J.; Tang, J. A novel RING finger E3 ligase RNF186 regulate ER stress-mediated
apoptosis through interaction with BNip1. Cell Signal. 2013, 25, 2320–2333. [CrossRef] [PubMed]

24. Lear, T.B.; Lockwood, K.C.; Ouyang, Y.; Evankovich, J.W.; Larsen, M.B.; Lin, B.; Liu, Y.; Chen, B.B.
The RING-type E3 ligase RNF186 ubiquitinates Sestrin-2 and thereby controls nutrient sensing. J. Biol. Chem.
2019, 294, 16527–16534. [CrossRef] [PubMed]

25. Fujimoto, K.; Kinoshita, M.; Tanaka, H.; Okuzaki, D.; Shimada, Y.; Kayama, H.; Okumura, R.; Furuta, Y.;
Narazaki, M.; Tamura, A.; et al. Regulation of intestinal homeostasis by the ulcerative colitis-associated gene
RNF186. Mucosal. Immunol. 2017, 10, 446–459. [CrossRef] [PubMed]

26. Tong, X.; Zhang, Q.; Wang, L.; Ji, Y.; Zhang, L.; Xie, L.; Chen, W.; Zhang, H. RNF186 impairs insulin sensitivity
by inducing ER stress in mouse primary hepatocytes. Cell Signal. 2018, 52, 155–162. [CrossRef] [PubMed]

27. Anderson, C.A.; Boucher, G.; Lees, C.W.; Franke, A.; D’Amato, M.; Taylor, K.D.; Lee, J.C.; Goyette, P.;
Imielinski, M.; Latiano, A.; et al. Meta-analysis identifies 29 additional ulcerative colitis risk loci, increasing
the number of confirmed associations to 47. Nat. Genet. 2011, 43, 246–252. [CrossRef]

28. Juyal, G.; Prasad, P.; Senapati, S.; Midha, V.; Sood, A.; Amre, D.; Juyal, R.C.; Bk, T. An investigation of
genome-wide studies reported susceptibility loci for ulcerative colitis shows limited replication in north
Indians. PLoS ONE 2011, 6, e16565. [CrossRef]

29. Uniken Venema, W.T.; Voskuil, M.D.; Dijkstra, G.; Weersma, R.K.; Festen, E.A. The genetic background of
inflammatory bowel disease: From correlation to causality. J. Pathol. 2017, 241, 146–158. [CrossRef]

30. Venkataraman, G.R.; Rivas, M.A. Rare and common variant discovery in complex disease: The IBD case
study. Hum. Mol. Genet. 2019, 28, R162–R169. [CrossRef]

31. Beaudoin, M.; Goyette, P.; Boucher, G.; Lo, K.S.; Rivas, M.A.; Stevens, C.; Alikashani, A.; Ladouceur, M.;
Ellinghaus, D.; Torkvist, L.; et al. Deep resequencing of GWAS loci identifies rare variants in CARD9, IL23R
and RNF186 that are associated with ulcerative colitis. PLoS Genet. 2013, 9, e1003723. [CrossRef] [PubMed]

32. Rivas, M.A.; Graham, D.; Sulem, P.; Stevens, C.; Desch, A.N.; Goyette, P.; Gudbjartsson, D.; Jonsdottir, I.;
Thorsteinsdottir, U.; Degenhardt, F.; et al. A protein-truncating R179X variant in RNF186 confers protection
against ulcerative colitis. Nat. Commun. 2016, 7, 12342. [CrossRef] [PubMed]

33. Yang, S.K.; Hong, M.; Zhao, W.; Jung, Y.; Tayebi, N.; Ye, B.D.; Kim, K.J.; Park, S.H.; Lee, I.; Shin, H.D.; et al.
Genome-wide association study of ulcerative colitis in Koreans suggests extensive overlapping of genetic
susceptibility with Caucasians. Inflamm. Bowel Dis. 2013, 19, 954–966. [CrossRef] [PubMed]

34. Sveinbjornsson, G.; Mikaelsdottir, E.; Palsson, R.; Indridason, O.S.; Holm, H.; Jonasdottir, A.; Helgason, A.;
Sigurdsson, S.; Jonasdottir, A.; Sigurdsson, A.; et al. Rare mutations associating with serum creatinine and
chronic kidney disease. Hum. Mol. Genet. 2014, 23, 6935–6943. [CrossRef]

35. Liu, Q.Y.; Lei, J.X.; Sikorska, M.; Liu, R. A novel brain-enriched E3 ubiquitin ligase RNF182 is up regulated
in the brains of Alzheimer’s patients and targets ATP6V0C for degradation. Mol. Neurodegener. 2008, 3, 4.
[CrossRef]

36. Nectoux, J.; Fichou, Y.; Rosas-Vargas, H.; Cagnard, N.; Bahi-Buisson, N.; Nusbaum, P.; Letourneur, F.; Chelly, J.;
Bienvenu, T. Cell cloning-based transcriptome analysis in Rett patients: Relevance to the pathogenesis of
Rett syndrome of new human MeCP2 target genes. J. Cell Mol. Med. 2010, 14, 1962–1974. [CrossRef]

37. Wang, J.H.; Wei, Z.F.; Gao, Y.L.; Liu, C.C.; Sun, J.H. Activation of the mammalian target of rapamycin
signaling pathway underlies a novel inhibitory role of ring finger protein 182 in ventricular remodeling after
myocardial ischemia-reperfusion injury. J. Cell Biochem. 2018. [CrossRef]

38. Cao, Y.; Sun, Y.; Chang, H.; Sun, X.; Yang, S. The E3 ubiquitin ligase RNF182 inhibits TLR-triggered cytokine
production through promoting p65 ubiquitination and degradation. FEBS Lett. 2019, 593, 3210–3219.
[CrossRef]

39. Brim, H.; Abu-Asab, M.S.; Nouraie, M.; Salazar, J.; Deleo, J.; Razjouyan, H.; Mokarram, P.; Schaffer, A.A.;
Naghibhossaini, F.; Ashktorab, H. An integrative CGH, MSI and candidate genes methylation analysis of
colorectal tumors. PLoS ONE 2014, 9, e82185. [CrossRef]

40. Zhang, S.; Wu, W.; Wu, Y.; Zheng, J.; Suo, T.; Tang, H.; Tang, J. RNF152, a novel lysosome localized E3 ligase
with pro-apoptotic activities. Protein Cell 2010, 1, 656–663. [CrossRef]

41. Kumar, A.; Huh, T.L.; Choe, J.; Rhee, M. Rnf152 Is Essential for NeuroD Expression and Delta-Notch Signaling
in the Zebrafish Embryos. Mol. Cells 2017, 40, 945–953. [CrossRef] [PubMed]

42. Kadoya, M.; Sasai, N. Negative Regulation of mTOR Signaling Restricts Cell Proliferation in the Floor Plate.
Front. Neurosci. 2019, 13, 1022. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.cellsig.2013.07.016
http://www.ncbi.nlm.nih.gov/pubmed/23896122
http://dx.doi.org/10.1074/jbc.AC119.010671
http://www.ncbi.nlm.nih.gov/pubmed/31586034
http://dx.doi.org/10.1038/mi.2016.58
http://www.ncbi.nlm.nih.gov/pubmed/27381925
http://dx.doi.org/10.1016/j.cellsig.2018.09.008
http://www.ncbi.nlm.nih.gov/pubmed/30223017
http://dx.doi.org/10.1038/ng.764
http://dx.doi.org/10.1371/journal.pone.0016565
http://dx.doi.org/10.1002/path.4817
http://dx.doi.org/10.1093/hmg/ddz189
http://dx.doi.org/10.1371/journal.pgen.1003723
http://www.ncbi.nlm.nih.gov/pubmed/24068945
http://dx.doi.org/10.1038/ncomms12342
http://www.ncbi.nlm.nih.gov/pubmed/27503255
http://dx.doi.org/10.1097/MIB.0b013e3182802ab6
http://www.ncbi.nlm.nih.gov/pubmed/23511034
http://dx.doi.org/10.1093/hmg/ddu399
http://dx.doi.org/10.1186/1750-1326-3-4
http://dx.doi.org/10.1111/j.1582-4934.2010.01107.x
http://dx.doi.org/10.1002/jcb.28038
http://dx.doi.org/10.1002/1873-3468.13583
http://dx.doi.org/10.1371/journal.pone.0082185
http://dx.doi.org/10.1007/s13238-010-0083-1
http://dx.doi.org/10.14348/molcells.2017.0216
http://www.ncbi.nlm.nih.gov/pubmed/29276941
http://dx.doi.org/10.3389/fnins.2019.01022
http://www.ncbi.nlm.nih.gov/pubmed/31607856


Int. J. Mol. Sci. 2020, 21, 3921 15 of 16

43. Deng, L.; Jiang, C.; Chen, L.; Jin, J.; Wei, J.; Zhao, L.; Chen, M.; Pan, W.; Xu, Y.; Chu, H.; et al. The ubiquitination
of rag A GTPase by RNF152 negatively regulates mTORC1 activation. Mol. Cell 2015, 58, 804–818. [CrossRef]
[PubMed]

44. Deng, L.; Chen, L.; Zhao, L.; Xu, Y.; Peng, X.; Wang, X.; Ding, L.; Jin, J.; Teng, H.; Wang, Y.; et al. Ubiquitination
of Rheb governs growth factor-induced mTORC1 activation. Cell Res. 2019, 29, 136–150. [CrossRef] [PubMed]

45. Yamamoto, F.; Yamamoto, M. Scanning copy number and gene expression on the 18q21-qter chromosomal
region by the systematic multiplex PCR and reverse transcription-PCR methods. Electrophoresis 2007, 28,
1882–1895. [CrossRef] [PubMed]

46. Wang, J.L.; Lin, Y.W.; Chen, H.M.; Kong, X.; Xiong, H.; Shen, N.; Hong, J.; Fang, J.Y. Calcium prevents
tumorigenesis in a mouse model of colorectal cancer. PLoS ONE 2011, 6, e22566. [CrossRef] [PubMed]

47. Cui, X.; Shen, W.; Wang, G.; Huang, Z.; Wen, D.; Yang, Y.; Liu, Y.; Cui, L. Ring finger protein 152 inhibits
colorectal cancer cell growth and is a novel prognostic biomarker. Am. J. Trans. Res. 2018, 10, 3701–3712.

48. Fu, J.; Tang, W.; Du, P.; Wang, G.; Chen, W.; Li, J.; Zhu, Y.; Gao, J.; Cui, L. Identifying microRNA-mRNA
regulatory network in colorectal cancer by a combination of expression profile and bioinformatics analysis.
BMC Syst. Biol. 2012, 6, 68. [CrossRef]

49. Olesen, C.; Larsen, N.J.; Byskov, A.G.; Harboe, T.L.; Tommerup, N. Human FATE is a novel X-linked gene
expressed in fetal and adult testis. Mol. Cell. Endocrinol. 2001, 184, 25–32. [CrossRef]

50. Dong, X.Y.; Su, Y.R.; Qian, X.P.; Yang, X.A.; Pang, X.W.; Wu, H.Y.; Chen, W.F. Identification of two novel CT
antigens and their capacity to elicit antibody response in hepatocellular carcinoma patients. Br. J. Cancer
2003, 89, 291–297. [CrossRef]

51. Fei, P.; Wang, W.; Kim, S.H.; Wang, S.; Burns, T.F.; Sax, J.K.; Buzzai, M.; Dicker, D.T.; McKenna, W.G.;
Bernhard, E.J.; et al. Bnip3L is induced by p53 under hypoxia, and its knockdown promotes tumor growth.
Cancer Cell 2004, 6, 597–609. [CrossRef] [PubMed]

52. Infante, J.R.; Fecher, L.A.; Falchook, G.S.; Nallapareddy, S.; Gordon, M.S.; Becerra, C.; DeMarini, D.J.;
Cox, D.S.; Xu, Y.; Morris, S.R.; et al. Safety, pharmacokinetic, pharmacodynamic, and efficacy data for the
oral MEK inhibitor trametinib: A phase 1 dose-escalation trial. Lancet Oncol. 2012, 13, 773–781. [CrossRef]

53. Waugh, D.J.; Wilson, C. The interleukin-8 pathway in cancer. Clin. Cancer Res. 2008, 14, 6735–6741. [CrossRef]
[PubMed]

54. González-García, M.; Pérez-Ballestero, R.; Ding, L.; Duan, L.; Boise, L.H.; Thompson, C.B.; Núñez, G. bcl-XL is
the major bcl-x mRNA form expressed during murine development and its product localizes to mitochondria.
Development 1994, 120, 3033–3042.

55. Eno, C.O.; Eckenrode, E.F.; Olberding, K.E.; Zhao, G.; White, C.; Li, C. Distinct roles of mitochondria- and
ER-localized Bcl-xL in apoptosis resistance and Ca2+ homeostasis. Mol. Biol. Cell 2012, 23, 2605–2618.
[CrossRef]

56. Lerner, A.G.; Upton, J.P.; Praveen, P.V.; Ghosh, R.; Nakagawa, Y.; Igbaria, A.; Shen, S.; Nguyen, V.; Backes, B.J.;
Heiman, M.; et al. IRE1α induces thioredoxin-interacting protein to activate the NLRP3 inflammasome and
promote programmed cell death under irremediable ER stress. Cell Metab. 2012, 16, 250–264. [CrossRef]

57. Upton, J.P.; Wang, L.; Han, D.; Wang, E.S.; Huskey, N.E.; Lim, L.; Truitt, M.; McManus, M.T.; Ruggero, D.;
Goga, A.; et al. IRE1α cleaves select microRNAs during ER stress to derepress translation of proapoptotic
Caspase-2. Science 2012, 338, 818–822. [CrossRef]

58. Halterman, J.A.; Kwon, H.M.; Wamhoff, B.R. Tonicity-independent regulation of the osmosensitive
transcription factor TonEBP (NFAT5). Am. J. Physiol. Cell Physiol. 2012, 302, C1–C8. [CrossRef]

59. Kaplan, J.H. Biochemistry of Na,K-ATPase. Annu. Rev. Biochem. 2002, 71, 511–535. [CrossRef]
60. Yordy, M.R.; Bowen, J.W. Na,K-ATPase expression and cell volume during hypertonic stress in human renal

cells. Kidney Int. 1993, 43, 940–948. [CrossRef]
61. Yasuda, M.; Chinnadurai, G. Functional identification of the apoptosis effector BH3 domain in cellular

protein BNIP1. Oncogene 2000, 19, 2363–2367. [CrossRef] [PubMed]
62. Saxton, R.A.; Sabatini, D.M. mTOR Signaling in Growth, Metabolism, and Disease. Cell 2017, 168, 960–976.

[CrossRef] [PubMed]
63. Amir, R.E.; Van den Veyver, I.B.; Wan, M.; Tran, C.Q.; Francke, U.; Zoghbi, H.Y. Rett syndrome is caused

by mutations in X-linked MECP2, encoding methyl-CpG-binding protein 2. Nat. Genet. 1999, 23, 185–188.
[CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.molcel.2015.03.033
http://www.ncbi.nlm.nih.gov/pubmed/25936802
http://dx.doi.org/10.1038/s41422-018-0120-9
http://www.ncbi.nlm.nih.gov/pubmed/30514904
http://dx.doi.org/10.1002/elps.200700093
http://www.ncbi.nlm.nih.gov/pubmed/17523142
http://dx.doi.org/10.1371/journal.pone.0022566
http://www.ncbi.nlm.nih.gov/pubmed/21857934
http://dx.doi.org/10.1186/1752-0509-6-68
http://dx.doi.org/10.1016/S0303-7207(01)00666-9
http://dx.doi.org/10.1038/sj.bjc.6601062
http://dx.doi.org/10.1016/j.ccr.2004.10.012
http://www.ncbi.nlm.nih.gov/pubmed/15607964
http://dx.doi.org/10.1016/S1470-2045(12)70270-X
http://dx.doi.org/10.1158/1078-0432.CCR-07-4843
http://www.ncbi.nlm.nih.gov/pubmed/18980965
http://dx.doi.org/10.1091/mbc.e12-02-0090
http://dx.doi.org/10.1016/j.cmet.2012.07.007
http://dx.doi.org/10.1126/science.1226191
http://dx.doi.org/10.1152/ajpcell.00327.2011
http://dx.doi.org/10.1146/annurev.biochem.71.102201.141218
http://dx.doi.org/10.1038/ki.1993.132
http://dx.doi.org/10.1038/sj.onc.1203565
http://www.ncbi.nlm.nih.gov/pubmed/10822388
http://dx.doi.org/10.1016/j.cell.2017.02.004
http://www.ncbi.nlm.nih.gov/pubmed/28283069
http://dx.doi.org/10.1038/13810
http://www.ncbi.nlm.nih.gov/pubmed/10508514


Int. J. Mol. Sci. 2020, 21, 3921 16 of 16

64. McCann, A.P.; Scott, C.J.; Van Schaeybroeck, S.; Burrows, J.F. Deubiquitylating enzymes in receptor
endocytosis and trafficking. Biochem. J. 2016, 473, 4507–4525. [CrossRef]

65. Thomas, J.L.; Ochocinska, M.J.; Hitchcock, P.F.; Thummel, R. Using the Tg(nrd:egfp)/albino zebrafish line to
characterize in vivo expression of neurod. PLoS ONE 2012, 7, e29128. [CrossRef]

66. Ochocinska, M.J.; Hitchcock, P.F. Dynamic expression of the basic helix-loop-helix transcription factor neuroD
in the rod and cone photoreceptor lineages in the retina of the embryonic and larval zebrafish. J. Comp. Neurol.
2007, 501, 1–12. [CrossRef]

67. Raymond, P.A.; Barthel, L.K.; Bernardos, R.L.; Perkowski, J.J. Molecular characterization of retinal stem cells
and their niches in adult zebrafish. BMC Dev. Biol. 2006, 6, 36. [CrossRef]

68. Taylor, S.M.; Alvarez-Delfin, K.; Saade, C.J.; Thomas, J.L.; Thummel, R.; Fadool, J.M.; Hitchcock, P.F.
The bHLH Transcription Factor NeuroD Governs Photoreceptor Genesis and Regeneration Through
Delta-Notch Signaling. Investig. Ophthalmol. Vis. Sci. 2015, 56, 7496–7515. [CrossRef]

69. Le Dreau, G.; Marti, E. Dorsal-ventral patterning of the neural tube: A tale of three signals. Dev. Neurobiol.
2012, 72, 1471–1481. [CrossRef]

70. Kutejova, E.; Sasai, N.; Shah, A.; Gouti, M.; Briscoe, J. Neural Progenitors Adopt Specific Identities by Directly
Repressing All Alternative Progenitor Transcriptional Programs. Dev. Cell 2016, 36, 639–653. [CrossRef]

71. Berry, M.R.; Mathews, R.J.; Ferdinand, J.R.; Jing, C.; Loudon, K.W.; Wlodek, E.; Dennison, T.W.; Kuper, C.;
Neuhofer, W.; Clatworthy, M.R. Renal Sodium Gradient Orchestrates a Dynamic Antibacterial Defense Zone.
Cell 2017, 170, 860–874. [CrossRef] [PubMed]

72. Neuhofer, W. Role of NFAT5 in inflammatory disorders associated with osmotic stress. Curr. Genom. 2010,
11, 584–590. [CrossRef] [PubMed]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1042/BCJ20160826
http://dx.doi.org/10.1371/journal.pone.0029128
http://dx.doi.org/10.1002/cne.21150
http://dx.doi.org/10.1186/1471-213X-6-36
http://dx.doi.org/10.1167/iovs.15-17616
http://dx.doi.org/10.1002/dneu.22015
http://dx.doi.org/10.1016/j.devcel.2016.02.013
http://dx.doi.org/10.1016/j.cell.2017.07.022
http://www.ncbi.nlm.nih.gov/pubmed/28803730
http://dx.doi.org/10.2174/138920210793360961
http://www.ncbi.nlm.nih.gov/pubmed/21629436
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	RNF183 
	RNF186 
	RNF182 
	RNF152 
	mTORC1 in Cancer 
	NF-B and NFAT5 in Inflammation and Osmotic Stress 
	Conclusions 
	References

