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The Keap1/Nrf2 pathway is a key mediator of general redox and tissue-specific
homeostasis. It also exerts a dual role in cancer, by preventing cell transformation of
normal cells but promoting aggressiveness, and drug resistance of malignant ones.
Although Nrf2 is well-studied in other tissues, its roles in the thyroid gland are only recently
emerging. This review focuses on the involvement of Keap1/Nrf2 signaling in thyroid
physiology, and pathophysiology in general, and particularly in thyroid cancer. Studies
in mice and cultured follicular cells have shown that, under physiological conditions,
Nrf2 coordinates antioxidant defenses, directly increases thyroglobulin production and
inhibits its iodination. Increased Nrf2 pathway activation has been reported in two
independent families with multinodular goiters due to germline loss-of-function mutations
in KEAP1. Nrf2 pathway activation has also been documented in papillary thyroid
carcinoma (PTC), due to somatic mutations, or epigenetic modifications in KEAP1, or
other pathway components. In PTC, such Nrf2-activating KEAP1 mutations have been
associated with tumor aggressiveness. Furthermore, polymorphisms in the prototypical
Nrf2 target genes NQO1 and NQO2 have been associated with extra-thyroidal extension
and metastasis. More recently, mutations in the Nrf2 pathway have also been found
in Hürthle-cell (oncocytic) thyroid carcinoma. Finally, in in vitro, and in vivo models of
poorly-differentiated, and undifferentiated (anaplastic) thyroid carcinoma, Nrf2 activation
has been associated with resistance to experimental molecularly-targeted therapy. Thus,
Keap1/Nrf2 signaling is involved in both benign and malignant thyroid conditions, where
it might serve as a prognostic marker or therapeutic target.
Keywords: thyroid, Nrf2 (nuclear factor erythroid 2-related factor 2), Keap1 (Kelch-like ECH-associated protein 1),
thyroglobulin, oxidative stress, goiter, antioxidant

INTRODUCTION
Reactive oxygen species (ROS), such as hydrogen peroxide (H2 O2 ), are required for normal thyroid
cell proliferation as well as for synthesis of the main hormones secreted by thyroid follicular
cells, triiodothyronine (T3), and thyroxine (T4) (1–3). However, an unchecked excess of ROS can
cause oxidative stress (OS), a factor involved in the pathogenesis of a broad spectrum of diseases,
including inflammation, and cancer (4). Thus, thyroid follicular cells need to protect themselves
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these regulations take place in a cell-autonomous manner (16).
These effects are present in basal conditions (16), and they
are much more prominent in conditions of iodine overload
(16, 17). Indeed, pharmacological doses of iodine induce the
production of oxidative substances in thyroid follicular cells
(16, 17). Given the fact that iodine is a fundamental component
of thyroid hormones, this potentially reflects an exacerbation
of a physiological phenomenon, whereby a certain oxidative
state is necessary to facilitate normal thyroid hormone synthesis
(2). In wild-type mice, despite an increased oxidative burden
in response to iodine overload, oxidized protein and lipid
levels do not increase (16); this indicates that endogenous
antioxidant defenses are mobilized to prevent OS. Importantly,
this protection is lost in Nrf2 KO mice, whose thyroid tissue
shows increased levels of oxidized proteins, and lipids in
response to pharmacological doses of iodine (16). Indeed, such
exposures induce the transcription of genes encoding antioxidant
and cytoprotective proteins like Nqo1, and Gpx2 (16, 17);
this induction occurs in a Nrf2-dependant manner, because
it is abolished in Nrf2 KO mice (16). Thus, it appears that
Nrf2 plays a fundamental role in the protection of thyroid
follicular cells against the constant oxidative conditions induced
by iodine.
Interestingly, activation of Nrf2 by iodine, with subsequent
upregulation of its target genes, has also been documented in
human skin (20). This suggests that there may exist at least two
mechanisms whereby iodine activates Nrf2: one that is specific to
the thyroid and is related to the physiological oxidation reactions
involving iodine as part of the process of thyroid hormone
synthesis; and another that is either specific to the skin or shared
among tissues.
In addition to its antioxidant defense effects, Nrf2 also plays a
specific role in thyroidal functions. Studies in mice and cultured
follicular cells have shown that Nrf2 has a dramatic impact on
both the basal and the thyroid-stimulating hormone (TSH)induced intra-thyroidal abundance of thyroglobulin (Tg) (16),
which is the main protein produced by the gland, and the
precursor molecule of T3 and T4. Nrf2 positively regulates the
transcription of the gene encoding Tg via direct binding to
two AREs in a conserved upstream enhancer (16). In Nrf2 KO
mice, Tg production is effectively reduced; the same is true in
cultured follicular thyroid cells, both in basal conditions, and
in response to TSH stimulation (16). Another striking effect of
Nrf2 is that it decreases Tg iodination, which is an essential step
in thyroid hormone synthesis; in Nrf2 KO mice, the thyroidal
levels of iodinated Tg are thus highly increased, especially in
response to excess iodine (16). The mechanisms involved in this
latter phenomenon warrant further elucidation; one proposed
hypothesis is that Nrf2 activation reduces the levels of oxidative
species, thereby reducing the efficiency of the oxidative reactions
involved in Tg iodination. The various effects of Nrf2 on thyroid
physiology are summarized in Figure 2.
In summary, Nrf2 emerges as an important regulator of
thyroid follicle physiology: it increases the levels of Tg needed
for hormone synthesis, prevents its excessive iodination, and
protects against intrathyroidal oxidative damage, especially
under conditions of iodine overload.

against OS, and recent research has shown that one such
protective mechanism is the antioxidant response pathway
centered on the nuclear factor erythroid 2-related transcription
factor 2 (Nrf2). Nrf2 is a conserved leucine zipper protein that
plays a central role in tissue proteostasis by upregulating the
transcription of a battery of antioxidant defense genes, and
downregulating the transcription of proinflammatory cytokines
(5–7). In basal conditions, Nrf2 is bound to its cytoplasmic
inhibitory complex formed by Kelch-like ECH-associated protein
1 (Keap1) and Cullin 3 (Cul3), wherein Keap1 targets Nrf2 for
polyubiquitination by Cul3 leading to subsequent degradation
via the proteasome. Under conditions of OS, specific redoxreactive cysteines of Keap1 become oxidized, thereby abolishing
its ability to target Nrf2 for polyubiquitination, and degradation
(8–10). Nrf2 is thus stabilized and accumulates in the nucleus,
where it binds to DNA sequences called Antioxidant Response
Element (AREs) that are located in the promoters, and enhancers
of its numerous target genes (11). A model illustrating the
pathway, its activation mode, and some of its main target
genes is shown in Figure 1. The major importance of Nrf2
in health preservation has been convincingly demonstrated via
studies in Nrf2 knockout (KO) mice. Tissues of these mice show
decreased expression levels of antioxidant and cytoprotective
genes, and proteins like NAD(P)H quinone oxidoreductase 1
(Nqo1, a prototypical Nrf2 target gene), glutathione peroxidase
2 (Gpx2), and thioredoxin reductase 1 (Txnrd1). Conversely,
oxidative damage to various tissues is increased (12). Nrf2
KO mice are viable, and fertile (13), but they are highly
sensitive to challenges with various factors that trigger OS or
other related cellular stresses; as a result of such exposures,
Nrf2 KO mice develop respective pathologies, and thus serve
as experimental models for the corresponding diseases (12,
14). This multiple-organ protection effect is likely due to the
fact that Nrf2 not only regulates a wide range of ubiquitous
cell-protective genes, but it also regulates the expression of
tissue-specific genes involved in the specialized functional,
and homeostatic mechanisms of each respective tissue (15).
Nrf2 is ubiquitously expressed and it has been well-studied in
several tissues; however, its roles in the thyroid gland are only
recently starting to be addressed, with emerging evidence that
supports indeed the existence of both general antioxidant as
well as thyroid-specific physiological functions (16). This review
summarizes the recent work on Keap1/Nrf2 signaling in thyroid
physiology, and pathophysiology in general and in thyroid cancer
in particular.

PHYSIOLOGY
Recent studies have shown that Nrf2 is a key antioxidant
player in the thyroid gland. In vivo work using mice and rats
demonstrated that Nrf2 promotes the transcription and protein
synthesis of antioxidant and cytoptotective molecules such as
Nqo1, Gpx2 and Txnrd1 in the thyroid gland (16, 17); of
note, the latter two were long known to have roles that are
necessary for the proper functioning of thyroid follicular cells
(18, 19). In vitro studies in thyroid follicular cells indicate that
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FIGURE 1 | The Keap1/Nrf2 system. Under basal conditions, Nrf2 is bound to its cytoplasmic inhibitory complex formed by Keap1 and Cul3 that targets Nrf2 for
polyubiquitination and subsequent degradation by the proteasome. When oxidative stress occurs, the interaction between Nrf2 and the inhibitory complex is
abrogated, leading to accumulation of de novo synthesized Nrf2 in the nucleus. Nrf2 then promotes the transcription of antioxidant and cytoprotective genes via
binding to Antioxidant Response Elements (AREs) located in the genes’ regulatory regions. Cul3: Cullin3; Rbx1: RING-box protein 1; E2: ubiquitin-conjugating enzyme
2; Ub: Ubiquitin; Keap1: Kelch-like ECH-associated protein 1; Nrf2: nuclear factor erythroid 2-related transcription factor 2; NQO1: NAD(P)H quinone dehydrogenase
1; GPX2: glutathione peroxidase 2; TXNRD1: thioredoxin reductase 1; GCLC: glutamate-cysteine ligase, catalytic subunit; GCLM: glutamate-cysteine ligase, modifier
subunit; HO-1: heme oxygenase 1.

GOITER
Two independent case reports have described patients with
hereditary multinodular goiters who harbored respective
germline loss-of function mutations of KEAP1, leading to
increased Nrf2 activation (21, 22). The first mutation was
found in a 5-generation Japanese family presenting familial
non-toxic goiter inherited in an autosomal dominant pattern
(21). Genetic analysis revealed a heterozygous mutation in
exon 3 of KEAP1, resulting in a single base-pair (bp) deletion
and frameshift mutation (c.879_880delinsA, p.Asp294Thr,
fs∗ 23). This mutation affects the IVR (intervening region)
domain of Keap1, which is responsible for its dimerization
and its interaction with Cul3, as shown in Figure 3. In affected
individuals, no Keap1 protein was generated by the mutant
allele in the thyroid, and thus the total wild-type Keap1 protein
levels in the thyroid were decreased. The mRNA levels of the
gene encoding Nrf2 (NFE2L2, for NFE2-like 2) were unchanged,
but the mRNA levels of GSTA4 (Glutathione S-transferase
A4), and GCLC (glutamate cysteine ligase, catalytic subunit)
were increased (21). Since both these genes are known to be
transcriptionally activated by Nrf2 in other tissues (23, 24), the
data indicate that the heterozygous KEAP1 loss-of-function
mutation leads to activation of Nrf2.
The second germline mutation was described in a middle-aged
Japanese woman with coexisting non-toxic multinodular goiter
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and Graves’ disease, whose family history was also notable for
goiter in her father, and two paternal aunts (22). Genetic analysis
identified a heterozygous single point mutation (c.1448G>A,
p.R483H) in KEAP1, affecting the Keap1 protein’s DC (DGR
and CTR, double-glycine repeat and C-terminal region) domain,
responsible for Nrf2 binding, as shown in Figure 3 (22).
Histological analysis of the patient’s thyroid nodules after total
thyroidectomy showed increased Nrf2 nuclear accumulation,
indicating altered Keap1/Nrf2 interaction (22). Interestingly, this
same mutation had been previously described as a somatic event
in non-small cell lung carcinoma tissue samples, where it was
also accompanied by increased Nrf2 nuclear accumulation and by
increased mRNA levels of NFE2L2, which is itself a target gene of
Nrf2 (25), as well as by increased mRNA levels of the Nrf2 target
genes NQO1, and MRP2 (multidrug resistance protein 2) (26).
These two independent examples (21, 22) show that lossof-function mutations in KEAP1 can be a driver event in
some rare forms of hereditary non-toxic multinodular goiter,
and suggest that the genetic activation of Nrf2 is a likely
goitrogenic mechanism in such cases. The relevance of these
observations for the pathogenesis of more common forms of
sporadic nodules, and goiters remains to be addressed. However,
regardless of any broader relevance for the pathogenesis of
goiter, these cases are important because they suggest that there
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of Nrf2 in children or adults (potentially lasting from weeks
to decades, depending on the disease and the treatment), may
have similar effects. It therefore appears prudent to monitor
both thyroid function and thyroid volume (at least by palpation)
in patients treated with Nrf2-activating compounds on a
therapeutic or experimental basis. In that sense, consumption
of a broccoli sprout beverage (yielding pharmacologically active
amounts of the Nrf2-activating compound sulforaphane) has
been recently shown to be safe for thyroid hormonal, and
autoimmune status during a 12-week randomized trial (28).
Other Nrf2-activating regimens should also be tested on an
individual basis, to ensure their safety for the thyroid gland.
Priority should be given to antioxidant compounds, known or
suspected to affect thyroid function from in vitro, and preclinical
studies, as summarized in a recent review (29).

THYROID CARCINOMAS
Pathogenesis and Prognosis
FIGURE 2 | Schematic representation of demonstrated and proposed
pleiotropic functions of Nrf2 in follicular thyroid cells under basal conditions
and in response to iodine overload. The solid arrows indicate mechanisms that
have been sufficiently demonstrated experimentally. Nrf2: nuclear factor
erythroid 2-related transcription factor 2; ROS: Reactive Oxygen Species; Tg:
thyroglobulin. The dotted arrows indicate putative mechanisms that require
further investigation. Originally published in Ziros et al. (16); used here with
permission from Mary Ann Liebert Inc.

Despite the low rate of proliferation of thyroid follicular cells
(30), thyroid tumors (benign or malignant) are quite frequent
in the general population. Indeed, even though human thyroid
cells divide only about five times during adulthood (30), the
spontaneous mutation rate is much higher in the thyroid than
in other tissues (31). This might account, at least in part, for the
relatively high incidence of thyroid malignancies. About 1.3% of
men and women will be diagnosed with thyroid cancer in their
lifetime, and this incidence is growing in the last decades (32).
Regarding the types of mutations found in thyroid carcinomas,
genetic analyses indicate that single-base modifications (but not
strand breaks or abasic sites) are more frequent than in cancers
of other organs (31). Given that OS preferentially induces singlebase mutations (33), these data suggest that mutations found in
thyroid carcinomas are mainly due to OS-related DNA damage.
In that context, the oxidant H2 O2 , a prerequisite for iodine
oxidation and Tg iodination, could be causally implicated in the
high mutagenesis rate of the thyroid (34), further supporting
the importance of antioxidant mechanisms to ensure redox
homeostasis. Furthermore, cells of established tumors also try
to protect themselves against excessive OS in order to prevent
apoptosis (35). These considerations suggest that the Keap1/Nrf2
pathway, as a key regulator of antioxidant defenses, may play
important roles in the pathophysiology of thyroid carcinomas.
In that sense, it is also noteworthy that Nrf2 has been described
to participate in the regulation of DNA repair signaling after
induction of DNA damage by ionizing radiation to colonic cells
(36). Given that ionizing radiation to the neck before adulthood is
a well-known risk factor for thyroid cancer (37), Nrf2 activation
could potentially be a means of prevention against carcinogenesis
in this case. More generally, based on studies of carcinomas
arising in various other tissues, Nrf2 is known to exert a dual
role in cancer, by preventing cell transformation of normal cells
but promoting aggressiveness, and drug resistance of malignant
ones (38–41). The various studies discussed below demonstrate
that these concepts extend also to thyroid carcinomas, and they
highlight some particularities of the involvement of Keap1/Nrf2
signaling in these specific tumors.

may be some particularities regarding Keap1/Nrf2 signaling in
the thyroid as compared to other tissues: It can be reasonably
assumed that in the patients harboring germline KEAP1 lossof-function mutations, Nrf2 was activated in all tissues. Yet,
only the thyroid showed a prominent clinical phenotype leading
to the diagnosis, and no extra-thyroidal diseases were reported
in the same patients (21, 22). It is thus possible in theory
that KEAP1 haploinsufficiency may lead to more potent Nrf2
activation in the thyroid as compared to other tissues, or that
the thyroid may be more sensitive than other tissues to similar
increases in the activation status of the Nrf2 pathway (or
both). Systematic surveillance, and extended phenotyping of the
affected individuals in these families, as well as of any others
that may be identified in the future, could help address this very
intriguing question.
Another question raised by these observations concerns the
thyroidal safety of compounds that activate Nrf2. One such
compound, dimethyl fumarate (DMF) is already approved for
the treatment of two different diseases (multiple sclerosis and
psoriasis), and several others are being tested in clinical trials
for other indications (27). Such indications include both the
treatment of specific diseases, as well as the prevention of various
pathologies associated with OS and/or environmental exposures
to toxicants or pollutants, the so-called “chemoprevention” of
disease (27). The cases of patients with KEAP1 loss-of-function
mutations described above suggest that the constitutive and lifelong genetic activation of Nrf2 can lead to goiter (21, 22). This
raises the question of whether the pharmacological activation
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FIGURE 3 | Schematic structure of the Keap1 protein and mutations involved in thyroid gland disorders. Functional regions are indicated with corresponding amino
acid number. Dotted lines and rectangles represent germline mutations involved in hereditary multinodular goiter. Solid lines and rectangles represent somatic
mutations involved in thyroid cancers. Cul3: Cullin 3; NTR: netrin-like domain; BTB: Broad-Complex, Tramtrack and Bric-a-Brac; IVR: Intervening Region; DRG:
Double-Glycine Repeat; DC: DGR and CTR, double-glycine repeat and C-terminal region; CTR: C-terminal Region; NTR: N-terminal Region; NH2 : amino-terminal
end; COOH: carboxy-terminal end.

In papillary thyroid carcinoma (PTC), the most common
thyroidal malignancy, immunohistochemical analysis showed
that the protein levels of Nrf2 and Nqo1 were higher in carcinoma
tissues compared to benign follicular adenomas and hyperplastic
nodules; both proteins were undetectable in normal thyroid
parenchyma adjacent to the PTC samples (42). The oxidized
lipid 4-hydroxynonenal (4-HNE) was more abundant in PTC
than in adjacent normal tissue, indicating the presence of OS
in the cancer, and suggesting that antioxidant defense in PTC
is somehow impaired, and/or insufficient to prevent oxidative
damage (42). Interestingly, there was no correlation between the
protein levels of Nrf2 and Nqo1 in PTC samples, neither between
the protein levels of Nrf2 and Keap1; these observations argue
against Keap1 downregulation as the principal mechanism of
Nrf2 overexpression in PTC, and further suggest that the Nrf2
pathway is not only activated but also at least partially perturbed
in PTC (42). In the same study, in vitro work with cell lines
representing normal human thyrocytes and PTC cells showed
that Nrf2 pathway activation promoted the viability of the PTC
cell lines but not of normal cells, suggesting that inhibition of
Nrf2 may be a potential therapeutic strategy in PTC (42).
In order to characterize the molecular mechanisms leading
to Nrf2 activation in thyroid carcinoma, mutations in the
Keap1/Nrf2 pathway were sought (42–44). KEAP1, and NFE2L2
somatic mutations have been identified and characterized
in various human cancers, including lung, liver, renal, and
squamous cell cancers, leukemia, and others (40). Sequencing
of PTC samples did not reveal any mutations in NFE2L2
(and particularly in its known mutational hotspot in exon 2
that encodes one of the domains responsible for the binding
to Keap1) (42–44); however, several different mutations were
identified in KEAP1, albeit at a very low overall frequency (43,
Frontiers in Endocrinology | www.frontiersin.org

44). The different somatic mutations identified in KEAP1 in
thyroid tumors are shown in Figure 3, Table 1. This is consistent
with data showing that, in thyroid tumors overexpressing Nrf2,
NFE2L2 mRNA levels are not increased and may even be
decreased, indicating that increased Nrf2 expression is due to
post-transcriptional alterations rather than direct transcriptional
upregulation (44). In carcinomas harboring a KEAP1 mutation,
immunohistochemical analysis showed increased expression of
Nrf2 in comparison with normal parenchyma, suggesting a
decreased inhibitory effect of Keap1 on Nrf2 (43).
In addition to mutations in the genes encoding the core
components of the pathway (KEAP1 and NFE2L2), modifications
of their promoter sequences and of genes encoding other
regulators of the pathway were also considered (44). Indeed,
alterations of genes encoding the regulators comprising the
Keap1/Cul3/Rbx1 E3-ubiquitin ligase complex that targets Nrf2
for proteasomal degradation, appear to be extremely frequent
in PTC, because more than 80% of samples harbored a DNA
alteration in at least one component of this complex (44). In
contrast with DNA mutations, which were rare, copy number loss
and promoter hypermethylation were often present; for example,
these were the most common alterations affecting RBX1, and
KEAP1, respectively. Hypermethylation in the promoter region
of genes can cause gene silencing and this phenomenon can
contribute to carcinogenesis (48). Silencing of KEAP1 gene
by hypermethylation has been described in several cancers
(49). Specifically, KEAP1 gene hypermethylation is associated
with stabilized Nrf2 and increased expression of Nrf2 target
genes in lung (45), colorectal (50), and prostate cancer (51).
In cancers harboring such epigenetic alterations, prognosis
is generally worse because cancer evolution is often more
rapid (49).
5
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TABLE 1 | List of KEAP1 mutations involved in benign and malignant thyroid diseases.
Mutation

Inheritance Localization

Biological effect

Associated disease

c.879_880delinsA, p.D294Y, fs*23

Germline

IVR domain

Increased Nrf2
pathway activity

familial non-toxic multinodular goiter (NTMG) (21)
[also found in somatic form in lung
adenocarcinoma (45)]

c.1448G>A, p.R483H

Germline

DC domain

Nrf2 nuclear accumulation

familial NTMG (22)
[also found in somatic form in lung squamous-cell
carcinoma (26)]
PTC, tall-cell variant (43)

c.483G>A, p.M161I

Somatic

BTB domain

Nrf2 protein overexpression

c.781C>T, p.R261W

Somatic

IVR domain

Nrf2 protein overexpression

PTC, classical variant (43)

c.1136G>A, p.G379D

Somatic

DC domain (Kelch 2)

Reduced Keap1-Nrf2
interaction Nrf2
protein overexpression

PTC, classical variant (43)
[also found in somatic form in gallbladder
adenocarcinoma (46)]

c.1234C>T, p.P412S

Somatic

DC domain (Kelch 3)

Nrf2 protein overexpression
Nrf2 nuclear accumulation

PTC, classical variant (43)
[also found in somatic form in ovarian
carcinoma (47)]

c.1429G>A, p.G477S

Somatic

DC domain (Kelch 4)

Not tested

PTC, unspecified variant (44)

c.1735G>A, p.D579N

Somatic

DC domain (Kelch 6)

Nrf2 protein overexpression

PTC, follicular variant (43)

c.1777G>A, p.E593K

Somatic

DC domain (Kelch 6)

Nrf2 protein overexpression

PTC, classical variant (43)

IVR: Intervening Region; DC: DGR and CTR, double-glycine repeat and C-terminal region; BTB: Broad-Complex, Tramtrack and Bric-a-Brac; Nrf2, nuclear factor erythroid 2-related
transcription factor 2; PTC, papillary thyroid carcinoma.

In PTC samples harboring such genetic alterations, despite
reduced levels of NFE2L2 mRNA, the mRNA levels of Nrf2 target
genes were increased, consistent with Nrf2 pathway activation
(44). Indeed, genes overexpressed in PTC were enriched in
binding sites for the transcription factors c-Jun or Bach1/Bach
2 (44), which are positive and negative regulators, respectively,
of Nrf2 signaling (52–55). Taken together, these data indicate
that the Nrf2 transcriptional program is activated in PTC due
to frequent concerted genetic mechanisms that disrupt multiple
components of the Nrf2 inhibitory complex (44).
Mutations in NFE2L2 itself are very rare in PTC, with only
one copy number gain in a single sample reported to date
(44). Occasional NFE2L2 and KEAP1 mutations were recently
identified as part of whole-exome sequencing analysis of patient
cohorts with Hürthle-cell (oncocytic) thyroid carcinoma (HCC)
(56, 57), a type of differentiated thyroid carcinoma characterized
by cells with abundant but dysfunctional mitochondria.
To further characterize Nrf2 pathway activation in thyroid
carcinoma, some studies focused on specific upstream regulatory
proteins. One such candidate was BRAF, because it is frequently
activated by somatic mutation in PTC, and because it is a
component of the mitogen-activated protein kinase (MAPK)
pathway that is known to activate Nrf2 signaling in various
contexts. Among PTC samples with strong expression of Nrf2,
the BRAF V600E mutation was not more frequent compared
to a general PTC cohort, suggesting that Nrf2 activation is
not exclusively associated with BRAF mutation (42). Another
study focused on neuregulin 1 (NRG1), a member of the
epidermal growth factor-like family, which was found to be
overexpressed in PTC (58, 59). NRG1 positively impacts Nrf2
protein levels in PTC and stimulates the upregulation of its target
genes, including NQO1, GCLC, and GCLM (glutamate cysteine
ligase, modulatory subunit) (58). The latter genes improve
redox balance, as reflected in a higher ratio of reduced to
oxidized glutathione (GSH/GSSG, GSH being the most abundant
Frontiers in Endocrinology | www.frontiersin.org

intracellular antioxidant), and this additional protection against
ROS confers a survival advantage to the tumor cells (58). Similar
to experimental knock-down of Nrf2 (42), knock-down of NRG1
abolished the survival advantage of PTC cells, suggesting that
NRG1 may be a potential therapeutic target (58).
In PTC, some studies have associated the activation of the
Keap1/Nrf2 pathway with more aggressive disease. In one such
study, patients with the classical variant or tall-cell (more
aggressive) variant of PTC whose tumors harbored somatic
mutations in KEAP1, showed more frequent extra-thyroidal
extension, and lymph node metastases (two thirds of cases),
and distant metastasis (one third of cases) (43). Moreover, these
patients were all classified as being at intermediate or high
risk for recurrence according to the criteria established by the
American Thyroid Association (60). Of note, KEAP1 mutations
were identified in only a small percentage of patients (<5%) (43).
These findings suggest that the identification of somatic KEAP1
mutations in thyroid carcinomas might serve as an additional
prognostic factor. This concept has been previously established
in patients with non-small cell lung carcinoma (a tumor with
a much higher rate of KEAP1 somatic mutations), where the
presence of such mutations is associated with decreased diseasefree survival and decreased overall survival (26).
Papillary thyroid microcarcinoma (PTMC, i.e., PTC of
≤1 cm), is often an indolent disease that does not always warrant
surgery but may be eligible for active surveillance (61). However,
occasional cases of PTMC show more aggressive behavior,
and can even give local or, more rarely, distant metastases. It
would thus be very useful to identify factors that could predict
aggressive behavior in PTMC, as such patients would not be
good candidates for active surveillance. In that sense, germline
genetic polymorphisms in NQO2, a target gene of Nrf2 (62),
were associated with more aggressive behavior of PTMC (63).
Specifically, NQO2 is known to harbor a tri-allelic polymorphism
that consists of a 29 bp insertion (I29), a 29 bp deletion
6
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induction of CCAAT/enhancer-binding protein homologous
protein (CHOP), activation of the apoptosis signal-regulating
kinase 1 (ASK1)/c-Jun N-terminal kinase (JNK) pathway, and
cleavage of ER-resident caspase-12 (74). Because Nrf2 is degraded
in a proteasome-dependent manner, proteasome inhibition also
generally leads to Nrf2 activation. Thus, a series of studies have
evaluated the involvement of Nrf2 in the sensitivity of thyroid
carcinoma cells lines to proteasome inhibitors. Their results and
conclusions are discussed below and summarized in Figure 4.
In vitro experiments in poorly differentiated thyroid
carcinoma (PTDC) and undifferentiated (anaplastic) thyroid
carcinoma (UTC/ATC) showed that the apoptotic response
to proteasome inhibitor treatment can be predicted by the
induction of CHOP. Cell lines that displayed higher CHOP
protein induction were more sensitive to proteasome inhibitor
treatment, while experimental knock-down of CHOP partially
decreased the effects of the proteasome inhibitor (75). The
expression of the gene encoding CHOP is regulated by several
transcription factors, including oxygen-regulated protein 150
(ORP150), an inducible ER chaperone that suppresses CHOP
expression (76); and Activating Transcription Factor 4 (ATF4),
a transcription factor induced in response to proteasome
inhibition that promotes CHOP expression (77). Both of these
transcription factors can be, at least partially, regulated by
Nrf2 (78). Nrf2 increases ORP150 gene transcription both
directly, by binding to the ORP150 gene promoter, as well as
indirectly, by promoting ATF4 recruitment to the ORP150
gene, which also upregulates its expression (78). At the same
time, Nrf2 antagonizes the recruitment of ATF4 on an ARE
in the CHOP promoter, thereby preventing ATF4-mediated
CHOP transcription (77). Overall, Nrf2 decreases CHOP gene
expression, hence exerting an anti-apoptotic effect in response
to proteasome inhibitor treatment, and thereby favoring drug
resistance. Consistent with the aforementioned mechanisms, cell
lines with low sensitivity to proteasome inhibitor treatment show
increased expression levels of Nrf2, and ORP150 proteins (78).
Experimental knock-down of ORP150 increased the sensitivity
of tumor cell lines that were less responsive to proteasome
inhibitor treatment. These lines also expressed higher CHOP
mRNA levels (76). Similarly, experimental knock-down of Nrf2
inhibited the induction of ORP150 mRNA and protein and
significantly decreased the binding of ATF4 to the ORP150
promoter (78). These findings suggest that pharmacological
inhibition of Nrf2 could be a plausible strategy to increase the
sensitivity of PDTC and UTC to proteasome inhibitors.
Generation of ROS is considered to be a crucial early event
(79) during the initiation of apoptosis induced by the proteasome
inhibitor bortezomib in some types of cancer. Indeed, UTC
cell lines that are less sensitive to bortezomib do not show an
early increase in ROS (80). Additionally, those less sensitive
cell lines show higher levels of GSH, which is associated with
higher expression levels and activity of the Nrf2 target gene
GCLC (80). Moreover, Nrf2 is overexpressed in these cell lines,
suggesting that bortezomib resistance can be due to Nrf2mediated synthesis of GSH (80). Other research work using UTC
and PDTC models indicates that p38 MAPK, an important antiapoptotic factor activated in response to proteasome inhibition,

(D), and a 16 bp insertion (I16). Patients with PTMC who
were homozygous for the NQO2 I29 allele were more likely to
have lymph node metastasis at diagnosis compared with PTMC
patients bearing the D allele (63). The association between NQO2
I29 homozygosity and lymph node metastasis in PTMC was
confirmed in multivariate analysis. Of note, the prevalence of the
different polymorphisms was similar in patients with PTMC, and
patients with benign hyperplastic nodules (63); this indicates that
the polymorphism is not implicated in the initiation of PTMC
but rather in its progression.
The same study (63) also evaluated a polymorphism in NQO1,
the C609T missense variant, called NQO1∗ 2. Previously, this
polymorphism had been associated with higher cancer risk
and worse prognosis in breast cancer (64–67), as well as with
higher risk for occupational benzene poisoning, which is a risk
factor for leukemia (68). In PTMC, the NQO1∗ 2 allele was
associated with extra-thyroidal extension, but without statistical
significance in multivariate analysis (63). It thus does not appear
to have the same prognostic value as the NQO2 I29 allele (63).
Regarding Nqo1, in another study there was no correlation
between the protein levels of Nqo1 (or Nrf2) with either PTC
variants associated with more aggressive behavior (tall-cell,
solid/trabecular, diffuse sclerosing, and oncocytic PTC variants)
or with lymph node metastasis (42). Even though Nrf2 protein
levels were increased in KEAP1-mutated tumors (43), current
evidence does not support a prognostic role for Nrf2 or Nqo1
levels per se. In contrast, expression of heme oxygenase-1 (HO1), another target gene of Nrf2 (69), was found to correlate with
thyroid cancer aggressiveness (stage and risk of recurrence, plus a
near-significant trend for extra-thyroidal invasion), but not with
tumor size or lymph node metastasis (70). NRG1 overexpression
was described as a positive prognostic factor for lymph node
metastasis in PTC (58).

Treatment
As mentioned above, Nrf2 is generally known to exert a dual role
in cancer: on the one hand, it prevents cell transformation of
normal cells, and on the other hand, it promotes aggressiveness,
and drug resistance of malignant ones (38–41). The latter, socalled “dark side” of Nrf2 (71), has been well-studied in other
cancer types, where Nrf2 has been shown to promote resistance
against chemotherapy and radiotherapy (40, 41). Although better
described in lung, and liver carcinomas, such drug resistance
mechanisms and their implications have more recently begun
to be characterized in various models of thyroid carcinoma. It
is thus interesting to discuss various pharmaceutical approaches
that directly or indirectly target the Nrf2 pathway as a strategy for
thyroid cancer treatment.
Proteasome inhibitors are targeted anti-cancer agents that are
in clinical use in other types of cancer. They have also been
used experimentally in patients with thyroid carcinomas without
established alternative treatments, such as metastatic thyroid
carcinomas that are radioiodine-refractory (72). Regarding their
mechanisms of action, as elucidated in other cancer types,
inhibition of the proteasome leads to accumulation of misfolded
proteins, inducing endoplasmic reticulum (ER) stress, and
subsequent apoptosis (73). Apoptosis is induced in part via
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FIGURE 4 | Proposed molecular mechanisms involved in resistance of thyroid carcinoma cells to proteasome inhibitors. Green-labeled molecules promote sensitivity
to proteasome inhibitors, orange-labeled molecules promote resistance to proteasome inhibitors. 1. p38 MAPK phosphorylates Nrf2, thus leading to Nrf2 nuclear
accumulation; 2. Keap1 targets Nrf2 for poly-ubiquitination and proteasomal degradation; 3. Valproic acid demethylates the KEAP1 promoter, thus favoring KEAP1
gene transcription; 4. Nrf2 precludes recruitment of ATF4 to the CHOP promoter, thus decreasing CHOP transcription; 5. ATF4 promotes CHOP transcription via
binding to its promoter; 6. Nrf2 promotes ATF4 recruitment on the ORP150 promoter, thus increasing ORP150 transcription; 7. ATF4 promotes ORP150 transcription
via binding to its promoter; 8. Potential competition between ORP150 and CHOP; 9. Nrf2 promotes ORP150 transcription; 10. Nrf2 promotes HO-1 transcription; 11.
Potentially decreased Keap1-mediated Bcl-XL poly-ubiquitination; 12. Nrf2 promotes GCLC transcription; 13. Gclc protein favors GSH synthesis. MAPK:
Mitogen-activated protein kinase; Keap1: Kelch-like ECH-associated protein 1; Nrf2: nuclear factor erythroid 2-related transcription factor 2; CHOP:
CCAAT/enhancer-binding protein homologous protein; ATF4: Activating Transcription Factor 4; ORP150: oxygen-regulated protein 150; HO-1: heme-oxygenase 1;
Bcl-xL: B-cell lymphoma-extra large; GCLC: glutamate-cystein ligase, catalytic subunit; OS: oxidative stress.

they are tested in clinic trials. However, although this approach
to treat/prevent PTC appears mechanistically appealing, it may
have unexpected adverse effects. Indeed, human lens epithelial
cells treated with 5-aza-2′ deoxycytidine (a compound known
to promote demethylation of CpG islands in the KEAP1
promoter) displayed increased Keap1 protein levels, decreased
Nrf2 stabilization, enhanced ROS, and increased cell death. These
alterations resulted in a diabetic cataract lens phenotype (87),
which is consistent with the fact that demethylation of the KEAP1
promoter is also associated with enhanced age-related cataract in
humans (88).
Finally, inhibitors of HO-1 have been shown to decrease
proliferation, migration, and invasion of follicular thyroid
carcinoma (FTC) and UTC cell lines, and to reduce FTC tumor
growth in a xenograft model (89). This study demonstrates
that desirable effects on thyroid carcinoma might be achieved
not only by targeting Nrf2 directly, but also potentially by
targeting other components of the Keap1/Nrf2 pathway and its
downstream signaling.

phosphorylates Nrf2, and promotes its accumulation in the
nucleus, thereby inducing the transcription of GCLC (81).
Pharmacological inhibition of p38 MAPK suppresses the nuclear
translocation of Nrf2, thereby enhancing bortezomib-induced
apoptosis, especially in bortezomib-resistant cell lines (81). These
data indicate that the mechanisms by which Nrf2 promotes
resistance to proteasome inhibitors in thyroid cancer are not
limited to interactions with regulators of apoptosis (ATF4,
ORP150, and CHOP), but also include the direct modulation of
the cells’ redox status.
Furthermore, overexpression of Nrf2 in PTC cells confers
resistance to TRAIL (TNF-related apoptosis inducing ligand)
(82). TRAIL is a molecule with growing interest in oncology, as
it specifically triggers cell death (83). In TRAIL-resistant PTC,
combination of the histone deacetylase inhibitor valproic acid
with a TRAIL regimen leads to increased sensitivity both in vitro,
and in vivo (orthotopic mouse model of PTC) (82). Interestingly,
in a different epithelial cell model (human lens), valproic acid is
also known to promote demethylation of the KEAP1 promoter,
leading to upregulation of KEAP1 expression, and subsequent
decreased Nrf2 protein abundance (84). Consistent with this, in
TRAIL-resistant PTC, combination therapy with valproic acid
and TRAIL decreases the nuclear levels, and activity of Nrf2,
leading to downregulation of Bcl-xL, an anti-apoptotic molecule
of the Bcl-2 family (85). Experimental knock-down of Nrf2 also
decreases Bcl-xL protein levels, thereby promoting apoptosis
in cancer cells (82). Interestingly, Keap1 has been shown to
negatively regulate the activity of Bcl-xL by targeting it for polyubiquitination (86). These data indicate that Nrf2 promotes
resistance not only to proteasome inhibitors, but also to other
experimental therapies, and it could thus be considered as a
candidate target to increase sensitivity to such treatments when
Frontiers in Endocrinology | www.frontiersin.org

CONCLUSION
In summary, Keap1/Nrf2 signaling is involved in both benign
and malignant thyroid conditions, where it might serve as
a prognosis marker, or therapeutic target. Ongoing research,
including cell culture studies with normal and transformed
thyroid follicular cells, thyroidal phenotyping of animal models,
analysis of human thyroid tissue samples, and monitoring of
thyroid function and volume in clinical studies, is expected
to yield a better understanding of the involvement of Nrf2
in thyroid physiology, and pathophysiology. Such work is
8

August 2019 | Volume 10 | Article 510

Renaud et al.

Keap1/Nrf2 Signaling in the Thyroid Gland

FUNDING

important in order to ensure the thyroidal safety of Nrf2activating compounds that are being developed for use in other
indications, and it might also facilitate the development of new
drugs for the prevention and the treatment of both benign
thyroid diseases, and thyroid carcinomas.

This work was supported by Swiss National Science Fund
SNF-COST project IZCOZ0-177070; Swiss National Science
Fund project 31003A_182105; and a Leenaards Foundation
2016 Fellowship for Academic Promotion in Clinical Medicine
(all to GS); two Short Term Scientific Missions by European
Cooperation in Science and Technology Action CA16112
NutRedOx–Personalized nutrition in aging society: redox control
of major age-related diseases (to DC and GS); and a 3E-Exchange
in Endocrinology Expertise fellowship by Section/Board of
Endocrinology of the UEMS (to DC).

AUTHOR CONTRIBUTIONS
CR drafted and edited the manuscript and the figures. PZ and
MB edited the manuscript. DC prepared figures, edited the
manuscript, and contributed to the discussion. GS conceived and
edited the manuscript.

REFERENCES

16. Ziros PG, Habeos IG, Chartoumpekis DV, Ntalampyra E, Somm E, Renaud
CO, et al. NFE2-Related transcription factor 2 coordinates antioxidant defense
with thyroglobulin production and iodination in the thyroid gland. Thyroid.
(2018) 28:780–98. doi: 10.1089/thy.2018.0018
17. Wang T, Liang X, Abeysekera IR, Iqbal U, Duan Q, Naha G, et al.
activation of the Nrf2-keap 1 pathway in short-term iodide excess in thyroid
in rats. Oxid Med Cell Longev. (2017) 2017:4383652. doi: 10.1155/2017/4
383652
18. Ekholm R, Bjorkman U. Glutathione peroxidase degrades intracellular
hydrogen peroxide and thereby inhibits intracellular protein
iodination in thyroid epithelium. Endocrinology. (1997) 138:2871–8.
doi: 10.1210/en.138.7.2871
19. Howie AF, Arthur JR, Nicol F, Walker SW, Beech SG, Beckett GJ.
Identification of a 57-kilodalton selenoprotein in human thyrocytes as
thioredoxin reductase and evidence that its expression is regulated through
the calcium-phosphoinositol signaling pathway. J Clin Endocrinol Metab.
(1998) 83:2052–8. doi: 10.1210/jcem.83.6.4875
20. Ben-Yehuda Greenwald M, Frusic-Zlotkin M, Soroka Y, Ben-Sasson S,
Bianco-Peled H, Kohen R. A novel role of topical iodine in skin:
activation of the Nrf2 pathway. Free Radic Biol Med. (2017) 104:238–48.
doi: 10.1016/j.freeradbiomed.2017.01.011
21. Teshiba R, Tajiri T, Sumitomo K, Masumoto K, Taguchi T, Yamamoto K.
Identification of a KEAP1 germline mutation in a family with multinodular
goitre. PLoS ONE. (2013) 8:e65141. doi: 10.1371/journal.pone.0065141
22. Nishihara E, Hishinuma A, Kogai T, Takada N, Hirokawa M, Fukata S,
et al. A novel germline mutation of KEAP1 (R483H) associated with a
non-toxic multinodular goiter. Front Endocrinol (Lausanne). (2016) 7:131.
doi: 10.3389/fendo.2016.00131
23. Yang Y, Huycke MM, Herman TS, Wang X. Glutathione S-transferase alpha
4 induction by activator protein 1 in colorectal cancer. Oncogene. (2016)
35:5795–806. doi: 10.1038/onc.2016.113
24. Li M, Chiu JF, Kelsen A, Lu SC, Fukagawa NK. Identification and
characterization of an Nrf2-mediated ARE upstream of the rat glutamate
cysteine ligase catalytic subunit gene (GCLC). J Cell Biochem. (2009) 107:944–
54. doi: 10.1002/jcb.22197
25. Kwak MK, Itoh K, Yamamoto M, Kensler TW. Enhanced expression of
the transcription factor Nrf2 by cancer chemopreventive agents: role of
antioxidant response element-like sequences in the nrf2 promoter. Mol Cell
Biol. (2002) 22:2883–92. doi: 10.1128/MCB.22.9.2883-2892.2002
26. Takahashi T, Sonobe M, Menju T, Nakayama E, Mino N, Iwakiri S, et al.
Mutations in keap1 are a potential prognostic factor in resected non-small
cell lung cancer. J Surg Oncol. (2010) 101:500–6. doi: 10.1002/jso.21520
27. Cuadrado A, Rojo AI, Wells G, Hayes JD, Cousin SP, Rumsey WL,
et al. Therapeutic targeting of the NRF2 and KEAP1 partnership
in chronic diseases. Nat Rev Drug Discov. (2019) 18:295–317.
doi: 10.1038/s41573-018-0008-x
28. Chartoumpekis DV, Ziros PG, Chen JG, Groopman JD, Kensler TW, Sykiotis
GP. Broccoli sprout beverage is safe for thyroid hormonal and autoimmune
status: results of a 12-week randomized trial. Food Chem Toxicol. (2019)
126:1–6. doi: 10.1016/j.fct.2019.02.004

1. Colin IM, Denef JF, Lengele B, Many MC, Gerard AC. Recent insights into
the cell biology of thyroid angiofollicular units. Endocr Rev. (2013) 34:209–38.
doi: 10.1210/er.2012-1015
2. Poncin S, Colin IM, Gerard AC. Minimal oxidative load: a
prerequisite for thyroid cell function. J Endocrinol. (2009) 201:161–7.
doi: 10.1677/JOE-08-0470
3. Poncin S, Van Eeckoudt S, Humblet K, Colin IM, Gerard AC. Oxidative
stress: a required condition for thyroid cell proliferation. Am J Pathol. (2010)
176:1355–63. doi: 10.2353/ajpath.2010.090682
4. Pizzino G, Irrera N, Cucinotta M, Pallio G, Mannino F, Arcoraci V, et al.
Oxidative stress: harms and benefits for human health. Oxid Med Cell Longev.
(2017) 2017:8416763. doi: 10.1155/2017/8416763
5. Sykiotis GP, Bohmann D. Stress-activated cap‘n’collar transcription
factors in aging and human disease. Sci Signal. (2010) 3:re3.
doi: 10.1126/scisignal.3112re3
6. Kobayashi EH, Suzuki T, Funayama R, Nagashima T, Hayashi M, Sekine
H, et al. Nrf2 suppresses macrophage inflammatory response by blocking
proinflammatory cytokine transcription. Nat Commun. (2016) 7:11624.
doi: 10.1038/ncomms11624
7. Ahmed SM, Luo L, Namani A, Wang XJ, Tang X. Nrf2 signaling pathway:
pivotal roles in inflammation. Biochim Biophys Acta Mol Basis Dis. (2017)
1863:585–97. doi: 10.1016/j.bbadis.2016.11.005
8. Motohashi H, Yamamoto M. Nrf2-Keap1 defines a physiologically
important stress response mechanism. Trends Mol Med. (2004) 10:549–57.
doi: 10.1016/j.molmed.2004.09.003
9. Kang MI, Kobayashi A, Wakabayashi N, Kim SG, Yamamoto M. Scaffolding of
Keap1 to the actin cytoskeleton controls the function of Nrf2 as key regulator
of cytoprotective phase 2 genes. Proc Natl Acad Sci USA. (2004) 101:2046–51.
doi: 10.1073/pnas.0308347100
10. Itoh K, Wakabayashi N, Katoh Y, Ishii T, Igarashi K, Engel JD, et al. Keap1
represses nuclear activation of antioxidant responsive elements by Nrf2
through binding to the amino-terminal Neh2 domain. Genes Dev. (1999)
13:76–86. doi: 10.1101/gad.13.1.76
11. Nguyen T, Nioi P, Pickett CB. The Nrf2-antioxidant response element
signaling pathway and its activation by oxidative stress. J Biol Chem. (2009)
284:13291–5. doi: 10.1074/jbc.R900010200
12. Li J, Stein TD, Johnson JA. Genetic dissection of systemic autoimmune
disease in Nrf2-deficient mice. Physiol Genomics. (2004) 18:261–72.
doi: 10.1152/physiolgenomics.00209.2003
13. Itoh K, Chiba T, Takahashi S, Ishii T, Igarashi K, Katoh Y, et al. An Nrf2/small
Maf heterodimer mediates the induction of phase II detoxifying enzyme
genes through antioxidant response elements. Biochem Biophys Res Commun.
(1997) 236:313–22. doi: 10.1006/bbrc.1997.6943
14. Yamamoto M, Kensler TW, Motohashi H. The KEAP1-NRF2 system: a thiolbased sensor-effector apparatus for maintaining redox homeostasis. Physiol
Rev. (2018) 98:1169–203. doi: 10.1152/physrev.00023.2017
15. Lee JM, Li J, Johnson DA, Stein TD, Kraft AD, Calkins MJ, et al. Nrf2, a
multi-organ protector? FASEB J. (2005) 19:1061–6. doi: 10.1096/fj.04-2591hyp

Frontiers in Endocrinology | www.frontiersin.org

9

August 2019 | Volume 10 | Article 510

Renaud et al.

Keap1/Nrf2 Signaling in the Thyroid Gland

49. Guo Y, Yu S, Zhang C, Kong AN. Epigenetic regulation of Keap1Nrf2 signaling. Free Radic Biol Med. (2015) 88(Pt B):337–49.
doi: 10.1016/j.freeradbiomed.2015.06.013
50. Hanada N, Takahata T, Zhou Q, Ye X, Sun R, Itoh J, et al. Methylation of
the KEAP1 gene promoter region in human colorectal cancer. BMC Cancer.
(2012) 12:66. doi: 10.1186/1471-2407-12-66
51. Zhang P, Singh A, Yegnasubramanian S, Esopi D, Kombairaju P, Bodas M,
et al. Loss of kelch-like ECH-associated protein 1 function in prostate cancer
cells causes chemoresistance and radioresistance and promotes tumor growth.
Mol Cancer Ther. (2010) 9:336–46. doi: 10.1158/1535-7163.MCT-09-0589
52. Venugopal R, Jaiswal AK. Nrf2 and Nrf1 in association with Jun proteins
regulate antioxidant response element-mediated expression and coordinated
induction of genes encoding detoxifying enzymes. Oncogene. (1998) 17:3145–
56. doi: 10.1038/sj.onc.1202237
53. Liu D, Duan X, Dong D, Bai C, Li X, Sun G, et al. Activation of the
Nrf2 pathway by inorganic arsenic in human hepatocytes and the role of
transcriptional repressor bach1. Oxid Med Cell Longev. (2013) 2013:984546.
doi: 10.1155/2013/984546
54. Dhakshinamoorthy S, Jain AK, Bloom DA, Jaiswal AK. Bach1 competes
with Nrf2 leading to negative regulation of the antioxidant response element
(ARE)-mediated NAD(P)H:quinone oxidoreductase 1 gene expression and
induction in response to antioxidants. J Biol Chem. (2005) 280:16891–900.
doi: 10.1074/jbc.M500166200
55. Sun J, Hoshino H, Takaku K, Nakajima O, Muto A, Suzuki H, et al.
Hemoprotein bach1 regulates enhancer availability of heme oxygenase-1 gene.
EMBO J. (2002) 21:5216–24. doi: 10.1093/emboj/cdf516
56. Gopal RK, Kubler K, Calvo SE, Polak P, Livitz D, Rosebrock D, et al.
Widespread chromosomal losses and mitochondrial DNA alterations as
genetic drivers in hurthle cell carcinoma. Cancer Cell. (2018) 34:242–55 e5.
doi: 10.1016/j.ccell.2018.06.013
57. Ganly I, Makarov V, Deraje S, Dong Y, Reznik E, Seshan V, et al. Integrated
genomic analysis of hurthle cell cancer reveals oncogenic drivers, recurrent
mitochondrial mutations, and unique chromosomal landscapes. Cancer Cell.
(2018) 34:256–70 e5. doi: 10.1016/j.ccell.2018.07.002
58. Zhang TT, Qu N, Sun GH, Zhang L, Wang YJ, Mu XM, et al. NRG1 regulates
redox homeostasis via NRF2 in papillary thyroid cancer. Int J Oncol. (2018)
53:685–93. doi: 10.3892/ijo.2018.4426
59. He H, Li W, Liyanarachchi S, Wang Y, Yu L, Genutis LK, et al. The role of
NRG1 in the predisposition to papillary thyroid carcinoma. J Clin Endocrinol
Metab. (2018) 103:1369–79. doi: 10.1210/jc.2017-01798
60. Haugen BR, Alexander EK, Bible KC, Doherty GM, Mandel SJ, Nikiforov
YE, et al. 2015 american thyroid association management guidelines for
adult patients with thyroid nodules and differentiated thyroid cancer: the
american thyroid association guidelines task force on thyroid nodules and
differentiated thyroid cancer. Thyroid. (2016) 26:1–133. doi: 10.1089/thy.2015.
0020
61. Tuttle RM, Zhang L, Shaha A. A clinical framework to facilitate selection
of patients with differentiated thyroid cancer for active surveillance or less
aggressive initial surgical management. Expert Rev Endocrinol Metab. (2018)
13:77–85. doi: 10.1080/17446651.2018.1449641
62. Wang W, Jaiswal AK. Nuclear factor Nrf2 and antioxidant response
element regulate NRH:quinone oxidoreductase 2 (NQO2) gene expression
and antioxidant induction. Free Radic Biol Med. (2006) 40:1119–30.
doi: 10.1016/j.freeradbiomed.2005.10.063
63. Lee J, Kim KS, Lee MH, Kim YS, Lee MH, Lee SE, et al. NAD(P)H: quinone
oxidoreductase 1 and NRH:quinone oxidoreductase 2 polymorphisms in
papillary thyroid microcarcinoma: correlation with phenotype. Yonsei Med
J. (2013) 54:1158–67. doi: 10.3349/ymj.2013.54.5.1158
64. Fowke JH, Shu XO, Dai Q, Jin F, Cai Q, Gao YT, et al. Oral contraceptive
use and breast cancer risk: modification by NAD(P)H:quinone oxoreductase
(NQO1) genetic polymorphisms. Cancer Epidemiol Biomarkers Prev.
(2004) 13:1308–15.
65. Menzel HJ, Sarmanova J, Soucek P, Berberich R, Grunewald K, Haun
M, et al. Association of NQO1 polymorphism with spontaneous breast
cancer in two independent populations. Br J Cancer. (2004) 90:1989–94.
doi: 10.1038/sj.bjc.6601779

29. Paunkov A, Chartoumpekis DV, Ziros PG, Chondrogianni N, Kensler TW,
Sykiotis GP. Impact of antioxidant natural compounds on the thyroid gland
and implication of the keap1/Nrf2 signaling pathway. Curr Pharm Des. (2019).
doi: 10.2174/1381612825666190701165821. [Epub ahead of print].
30. Coclet J, Foureau F, Ketelbant P, Galand P, Dumont JE. Cell population kinetics
in dog and human adult thyroid. Clin Endocrinol (Oxf). (1989) 31:655–65.
doi: 10.1111/j.1365-2265.1989.tb01290.x
31. Maier J, van Steeg H, van Oostrom C, Karger S, Paschke R, Krohn
K. Deoxyribonucleic acid damage and spontaneous mutagenesis in the
thyroid gland of rats and mice. Endocrinology. (2006) 147:3391–7.
doi: 10.1210/en.2005-1669
32. Mao Y, Xing M. Recent incidences and differential trends of thyroid cancer in
the USA. Endocr Relat Cancer. (2016) 23:313–22. doi: 10.1530/ERC-15-0445
33. Valko M, Izakovic M, Mazur M, Rhodes CJ, Telser J. Role of oxygen radicals
in DNA damage and cancer incidence. Mol Cell Biochem. (2004) 266:37–56.
doi: 10.1023/B:MCBI.0000049134.69131.89
34. Krohn K, Maier J, Paschke R. Mechanisms of disease: hydrogen peroxide,
DNA damage and mutagenesis in the development of thyroid tumors. Nat
Clin Pract Endocrinol Metab. (2007) 3:713–20. doi: 10.1038/ncpendmet0621
35. Kumari S, Badana AK, Mohan GM, G S, Malla R. Reactive oxygen
species: a key constituent in cancer survival. Biomark Insights. (2018)
13:1177271918755391. doi: 10.1177/1177271918755391
36. Kim SB, Pandita RK, Eskiocak U, Ly P, Kaisani A, Kumar R, et al. Targeting
of Nrf2 induces DNA damage signaling and protects colonic epithelial cells
from ionizing radiation. Proc Natl Acad Sci USA. (2012) 109:E2949–55.
doi: 10.1073/pnas.1207718109
37. Lubin JH, Adams MJ, Shore R, Holmberg E, Schneider AB, Hawkins MM,
et al. Thyroid cancer following childhood low-dose radiation exposure: a
pooled analysis of nine cohorts. J Clin Endocrinol Metab. (2017) 102:2575–83.
doi: 10.1210/jc.2016-3529
38. Zhang Y, Gordon GB. A strategy for cancer prevention: stimulation
of the Nrf2-ARE signaling pathway. Mol Cancer Ther. (2004)
3:885–93.
39. Hayes JD, McMahon M, Chowdhry S, Dinkova-Kostova AT. Cancer
chemoprevention mechanisms mediated through the Keap1-Nrf2 pathway.
Antioxid Redox Signal. (2010) 13:1713–48. doi: 10.1089/ars.2010.3221
40. Menegon S, Columbano A, Giordano S. The dual roles of NRF2 in cancer.
Trends Mol Med. (2016) 22:578–93. doi: 10.1016/j.molmed.2016.05.002
41. Lau A, Villeneuve NF, Sun Z, Wong PK, Zhang DD. Dual roles of Nrf2 in
cancer. Pharmacol Res. (2008) 58:262–70. doi: 10.1016/j.phrs.2008.09.003
42. Ziros PG, Manolakou SD, Habeos IG, Lilis I, Chartoumpekis DV, Koika V,
et al. Nrf2 is commonly activated in papillary thyroid carcinoma, and it
controls antioxidant transcriptional responses and viability of cancer cells. J
Clin Endocrinol Metab. (2013) 98:E1422–7. doi: 10.1210/jc.2013-1510
43. Danilovic DLS, de Mello ES, Frazzato EST, Wakamatsu A, de Lima Jorge AA,
Hoff AO, et al. Oncogenic mutations in KEAP1 disturbing inhibitory Nrf2Keap1 interaction: activation of antioxidative pathway in papillary thyroid
carcinoma. Head Neck. (2018) 40:1271–8. doi: 10.1002/hed.25105
44. Martinez VD, Vucic EA, Pikor LA, Thu KL, Hubaux R, Lam WL. Frequent
concerted genetic mechanisms disrupt multiple components of the NRF2
inhibitor KEAP1/CUL3/RBX1 E3-ubiquitin ligase complex in thyroid cancer.
Mol Cancer. (2013) 12:124. doi: 10.1186/1476-4598-12-124
45. Muscarella LA, Parrella P, D’Alessandro V, la Torre A, Barbano R, Fontana A,
et al. Frequent epigenetics inactivation of KEAP1 gene in non-small cell lung
cancer. Epigenetics. (2011) 6:710–9. doi: 10.4161/epi.6.6.15773
46. Shibata T, Kokubu A, Gotoh M, Ojima H, Ohta T, Yamamoto M, et al. Genetic
alteration of Keap1 confers constitutive Nrf2 activation and resistance to
chemotherapy in gallbladder cancer. Gastroenterology. (2008) 135:1358–68,
1368.e1–4. doi: 10.1053/j.gastro.2008.06.082
47. Konstantinopoulos PA, Spentzos D, Fountzilas E, Francoeur N,
Sanisetty S, Grammatikos AP, et al. Keap1 mutations and Nrf2 pathway
activation in epithelial ovarian cancer. Cancer Res. (2011) 71:5081–9.
doi: 10.1158/0008-5472.CAN-10-4668
48. Franco R, Schoneveld O, Georgakilas AG, Panayiotidis MI. Oxidative
stress, DNA methylation and carcinogenesis. Cancer Lett. (2008) 266:6–11.
doi: 10.1016/j.canlet.2008.02.026

Frontiers in Endocrinology | www.frontiersin.org

10

August 2019 | Volume 10 | Article 510

Renaud et al.

Keap1/Nrf2 Signaling in the Thyroid Gland

66. Sarmanova J, Susova S, Gut I, Mrhalova M, Kodet R, Adamek J, et al. Breast
cancer: role of polymorphisms in biotransformation enzymes. Eur J Hum
Genet. (2004) 12:848–54. doi: 10.1038/sj.ejhg.5201249
67. Fagerholm R, Hofstetter B, Tommiska J, Aaltonen K, Vrtel R, Syrjakoski K,
et al. NAD(P)H:quinone oxidoreductase 1 NQO1∗ 2 genotype (P187S) is a
strong prognostic and predictive factor in breast cancer. Nat Genet. (2008)
40:844–53. doi: 10.1038/ng.155
68. Rothman N, Smith MT, Hayes RB, Traver RD, Hoener B, Campleman S,
et al. Benzene poisoning, a risk factor for hematological malignancy, is
associated with the NQO1 609C–>T mutation and rapid fractional excretion
of chlorzoxazone. Cancer Res. (1997) 57:2839–42.
69. Feng XE, Liang TG, Gao J, Kong P, Ge R, Li QS. Heme oxygenase1, a key enzyme for the cytoprotective actions of halophenols by
upregulating Nrf2 expression via activating Erk1/2 and PI3K/Akt in EA.hy926
Cells. Oxid Med Cell Longev. (2017) 2017:7028478. doi: 10.1155/2017/70
28478
70. Wang TY, Liu CL, Chen MJ, Lee JJ, Pun PC, Cheng SP. Expression
of haem oxygenase-1 correlates with tumour aggressiveness and BRAF
V600E expression in thyroid cancer. Histopathology. (2015) 66:447–56.
doi: 10.1111/his.12562
71. Wang XJ, Sun Z, Villeneuve NF, Zhang S, Zhao F, Li Y, et al. Nrf2 enhances
resistance of cancer cells to chemotherapeutic drugs, the dark side of Nrf2.
Carcinogenesis. (2008) 29:1235–43. doi: 10.1093/carcin/bgn095
72. Putzer D, Gabriel M, Kroiss A, Madleitner R, Eisterer W, Kendler D,
et al. First experience with proteasome inhibitor treatment of radioiodine
nonavid thyroid cancer using bortezomib. Clin Nucl Med. (2012) 37:539–44.
doi: 10.1097/RLU.0b013e31824c5f24
73. McConkey DJ, Zhu K. Mechanisms of proteasome inhibitor action
and resistance in cancer. Drug Resist Updat. (2008) 11:164–79.
doi: 10.1016/j.drup.2008.08.002
74. Kim R, Emi M, Tanabe K, Murakami S. Role of the unfolded protein
response in cell death. Apoptosis. (2006) 11:5–13. doi: 10.1007/s10495-0053088-0
75. Wang HQ, Du ZX, Zhang HY, Gao DX. Different induction of GRP78 and
CHOP as a predictor of sensitivity to proteasome inhibitors in thyroid cancer
cells. Endocrinology. (2007) 148:3258–70. doi: 10.1210/en.2006-1564
76. Gao YY, Liu BQ, Du ZX, Zhang HY, Niu XF, Wang HQ. Implication of
oxygen-regulated protein 150 (ORP150) in apoptosis induced by proteasome
inhibitors in human thyroid cancer cells. J Clin Endocrinol Metab. (2010)
95:E319–26. doi: 10.1210/jc.2010-1043
77. Zong ZH, Du ZX, Li N, Li C, Zhang Q, Liu BQ, et al. Implication
of Nrf2 and ATF4 in differential induction of CHOP by proteasome
inhibition in thyroid cancer cells. Biochim Biophys Acta. (2012) 1823:1395–
404. doi: 10.1016/j.bbamcr.2012.06.001
78. Zong ZH, Du ZX, Zhang HY, Li C, An MX, Li S, et al. Involvement of Nrf2 in
proteasome inhibition-mediated induction of ORP150 in thyroid cancer cells.
Oncotarget. (2016) 7:3416–26. doi: 10.18632/oncotarget.6636
79. Ling YH, Liebes L, Zou Y, Perez-Soler R. Reactive oxygen species generation
and mitochondrial dysfunction in the apoptotic response to bortezomib, a

Frontiers in Endocrinology | www.frontiersin.org

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

novel proteasome inhibitor, in human H460 non-small cell lung cancer cells.
J Biol Chem. (2003) 278:33714–23. doi: 10.1074/jbc.M302559200
Du ZX, Zhang HY, Meng X, Guan Y, Wang HQ. Role of oxidative stress
and intracellular glutathione in the sensitivity to apoptosis induced by
proteasome inhibitor in thyroid cancer cells. BMC Cancer. (2009) 9:56.
doi: 10.1186/1471-2407-9-56
Du ZX, Yan Y, Zhang HY, Liu BQ, Gao YY, Niu XF, et al. Proteasome
inhibition induces a p38 MAPK pathway-dependent antiapoptotic program
via Nrf2 in thyroid cancer cells. J Clin Endocrinol Metab. (2011) 96:E763–71.
doi: 10.1210/jc.2010-2642
Cha HY, Lee BS, Chang JW, Park JK, Han JH, Kim YS, et al. Downregulation
of Nrf2 by the combination of TRAIL and Valproic acid induces apoptotic
cell death of TRAIL-resistant papillary thyroid cancer cells via suppression of
Bcl-xL. Cancer Lett. (2016) 372:65–74. doi: 10.1016/j.canlet.2015.12.016
Merino D, Lalaoui N, Morizot A, Solary E, Micheau O. TRAIL in cancer
therapy: present and future challenges. Expert Opin Ther Targets. (2007)
11:1299–314. doi: 10.1517/14728222.11.10.1299
Palsamy P, Bidasee KR, Shinohara T. Valproic acid suppresses Nrf2/Keap1
dependent antioxidant protection through induction of endoplasmic
reticulum stress and keap1 promoter DNA demethylation in human lens
epithelial cells. Exp Eye Res. (2014) 121:26–34. doi: 10.1016/j.exer.2014.01.021
Ottilie S, Diaz JL, Horne W, Chang J, Wang Y, Wilson G, et al. Dimerization
properties of human BAD. identification of a BH-3 domain and analysis
of its binding to mutant BCL-2 and BCL-XL proteins. J Biol Chem. (1997)
272:30866–72. doi: 10.1074/jbc.272.49.30866
Tian H, Zhang B, Di J, Jiang G, Chen F, Li H, et al. Keap1: one stone kills
three birds Nrf2, IKKbeta and Bcl-2/Bcl-xL. Cancer Lett. (2012) 325:26–34.
doi: 10.1016/j.canlet.2012.06.007
Palsamy P, Ayaki M, Elanchezhian R, Shinohara T. Promoter demethylation
of Keap1 gene in human diabetic cataractous lenses. Biochem Biophys Res
Commun. (2012) 423:542–8. doi: 10.1016/j.bbrc.2012.05.164
Gao Y, Yan Y, Huang T. Human agerelated cataracts: epigenetic suppression
of the nuclear factor erythroid 2related factor 2mediated antioxidant system.
Mol Med Rep. (2015) 11:1442–7. doi: 10.3892/mmr.2014.2849
Yang PS, Hsu YC, Lee JJ, Chen MJ, Huang SY, Cheng SP. Heme oxygenase1 inhibitors induce cell cycle arrest and suppress tumor growth in thyroid
cancer cells. Int J Mol Sci. (2018) 19:E2502. doi: 10.3390/ijms19092502

Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2019 Renaud, Ziros, Chartoumpekis, Bongiovanni and Sykiotis. This
is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) and the copyright owner(s) are credited
and that the original publication in this journal is cited, in accordance with accepted
academic practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

11

August 2019 | Volume 10 | Article 510

