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ABSTRACT

Background: While additional research is needed, a number of large epidemiological studies show an association between circadian disruption
and metabolic disorders. Specifically, obesity, insulin resistance, cardiovascular disease, and other signs of metabolic syndrome all have been
linked to circadian disruption in humans. Studies in other species support this association and generally reveal that feeding that is not in phase
with the external light/dark cycle, as often occurs with night or rotating shift workers, is disadvantageous in terms of energy balance. As food is a
strong driver of circadian rhythms in the periphery, understanding how nutrient metabolism drives clocks across the body is important for
dissecting out why circadian misalignment may produce such metabolic effects. A number of circadian clock proteins as well as their accessory
proteins (such as nuclear receptors) are highly sensitive to nutrient metabolism. Macronutrients and micronutrients can function as zeitgebers for
the clock in a tissue-specific way and can thus impair synchrony between clocks across the body, or potentially restore synchrony in the case of
circadian misalignment. Circadian nuclear receptors are particularly sensitive to nutrient metabolism and can alter tissue-specific rhythms in
response to changes in the diet. Finally, SNPs in human clock genes appear to be correlated with diet-specific responses and along with
chronotype eventually may provide valuable information from a clinical perspective on how to use diet and nutrition to treat metabolic disorders.
Scope of review: This article presents a background of the circadian clock components and their interrelated metabolic and transcriptional
feedback loops, followed by a review of some recent studies in humans and rodents that address the effects of nutrient metabolism on the
circadian clock and vice versa. We focus on studies in which results suggest that nutrients provide an opportunity to restore or, alternatively, can
destroy synchrony between peripheral clocks and the central pacemaker in the brain as well as between peripheral clocks themselves. In
addition, we review several studies looking at clock gene SNPs in humans and the metabolic phenotypes or tendencies associated with particular
clock gene mutations.

Major conclusions: Targeted use of specific nutrients based on chronotype has the potential for immense clinical utility in the future. Mac-
ronutrients and micronutrients have the ability to function as zeitgebers for the clock by activating or modulating specific clock proteins or
accessory proteins (such as nuclear receptors). Circadian clock control by nutrients can be tissue-specific. With a better understanding of the
mechanisms that support nutrient-induced circadian control in specific tissues, human chronotype and SNP information might eventually be used

to tailor nutritional regimens for metabolic disease treatment and thus be an important part of personalized medicine’s future.
Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).
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1. INTRODUCTION the effect of nutrient intake on our internal 24-h rhythms has taken a

spotlight in the field of metabolism research.

“You are what you eat” is a phrase often used to describe the
compromised metabolic health associated with the excessive intake of
food with limited nutrient value. While this association seems obvious,
less obvious is that our endogenous circadian clocks may reflect what
we eat. In fact, our ability to adjust to jet lag, recover from a sleepless
night, or respond to and metabolize medicines prescribed may heavily
depend on what we eat and when we eat it. Because evidence to date
strongly links our internal clock to metabolism and metabolic health,

Circadian oscillations are naturally recurring rhythms with a periodicity
of approximately twenty-four hours. Most organisms display biological
circadian rhythms and in humans, they are fundamental to physiology
and behavior. The light—dark cycle is considered one of the most
potent zeitgebers (or “time-giver”) driving behavioral preferences and
almost all organisms studied to date respond to this circadian cue.
Animal studies indicate that other cues, such as food, also drive our
internal clocks to a significant extent. Fundamentally, as a
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consequence of the Earth’s rotation on its axis, seasonal and daily
environmental changes occur to which organisms must adapt at the
metabolic level. Diurnal species, such as humans, carry out their daily
activity during the light cycle, while nocturnal species are active during
the dark cycle. This activity-rest cycle requires metabolic and physi-
ological adaptation, producing rhythms in processes as disparate as
blood pressure, body temperature, cardiovascular efficiency, muscle
strength, hormonal secretion in blood, cognitive ability, etc. [1—4].
While anticipation of the changing environment is controlled to a large
extent at the level of the brain, where light activates the central clock
(the suprachiasmatic nucleus, or SCN), peripheral clocks also host
circadian rhythms [5], but respond predominantly to cues other than
light. More specifically, nutrient input is a critical and primary driver of
several peripheral clocks, such as the circadian clock in the liver [6—9]
and, pending its composition and the timing of administration, can
even usurp the local clock, preventing synchronization with the central
pacemaker and potentially disrupting synchronization with other pe-
ripheral clocks. Becoming more apparent is that nutrient sensing by
the clock in different tissues is a powerful mechanism by which tissues
maintain or acquire the energy balance necessary to carry out their
physiological roles. A large part of this nutrient sensing involves the
timing of nutrient input, a topic which has been comprehensively
reviewed in several recent reviews [1,10,11]. Thus, the main focus of
this review will weigh heavily on some of the most recent studies
looking at sensing by the clock of specific nutrients or groups of nu-
trients as well as some of the epidemiological studies highlighting links
between the human circadian clock and nutrient metabolism.

2. MOLECULAR BASIS FOR CIRCADIAN AND METABOLIC
INTERACTIONS

Circadian rhythms are supported at the cellular level by a wide range of
complex molecular pathways and specific oscillatory enzymes.
Nonetheless, from a basic point of view, a circadian clock system is
shared among species worldwide [12]. The use of omic technologies
has made it possible to ascertain the circadian patterns of a significant
number of transcripts, proteins and metabolites that drive cellular
rhythmicity. High-throughput transcriptional studies using mouse
tissues have revealed that at any given point in time in a single
tissue, up to a tenth of all mammalian genes exhibit 24-h variations
in mRNA levels (reviewed in Ref. [13]). However, recent studies
demonstrate that a much larger percentage of genes oscillate in at
least one tissue throughout the body [14], promoting the idea that most
genes can oscillate in expression depending on the environment [15].
These transcripts include genes controlling processes as widespread
as mitochondrial oxidative phosphorylation, carbohydrate metabolism
and transport, lipid biosynthesis, adipocyte differentiation, and
cholesterol synthesis and degradation [14,16—21]. Similarly, addi-
tional studies looking at protein regulation throughout the circadian
cycle reveal that approximately 20% of the proteome in liver and SCN
[22,23] is subject to circadian control with some posttranslational
modifications also cycling in a circadian manner [24,25]. A significant
fraction of the oscillating proteins in a cell is devoid of oscillations at
the mRNA level [25]. Thus cellular circadian oscillations take place at
several levels of cell function and at several stages in the process of a
gene being expressed. Like oscillating gene transcripts, many of the
oscillatory proteins within the cell comprise members of various
metabolic processes such as urea formation, sugar metabolism and
mitochondrial oxidative phosphorylation [22,23]. Metabolite profiling
studies have added additional complexity to the picture of circadian
clock-controlled metabolic function. Studies in murine animals show
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that many metabolites involved in amino acid, carbohydrate, lipid,
nucleotide and xenobiotic metabolic pathways, oscillate in liver [26],
muscle [27] and plasma [28], whereas 15%—70% of the metabolome
in humans exhibits circadian variation depending on whether rhyth-
micity in energy intake and the sleep/wake cycle is maintained [29,30].
Overlapping data from various omic studies demonstrate that circadian
rhythms are extremely zeitgeber-responsive and specific. For example,
when comparing metabolite or transcript oscillations in the liver of
mice with different genetic backgrounds or on different diets, it is
revealed that many oscillating events are not shared [15]. Furthermore,
comparing oscillations across tissues of the same species reveals that
many oscillations are tissue specific [14,15,17,31]. Many of the core
clock genes oscillate across tissues or species, but many metabolic
oscillations are highly dependent on the environment. Thus, the current
understanding of cellular circadian rhythms throughout an organism is
that while the core clock genes are oscillating in most tissues and in
the midst of enormous environmental pressures, metabolic circadian
oscillations are strongly shaped by the environment [14,15].

The core circadian clock system in mammals depends on a central
clock located in the hypothalamic suprachiasmatic nucleus (SCN), and
on “peripheral” clocks spread throughout the anatomy [32,33].
Rhythmicity at the level of the SCN is extremely complex [34,35] and
has two essential functions systemically: integrating direct photic input
from the retina through the optic nerve and maintaining the commu-
nication among the different clocks through endocrine signals and
nerve impulses [36]. As the SCN provides both integration and primary
coordination of peripheral clocks throughout the body, it is known as
the “master clock”, or “pacemaker” in mammals [37]. In most or-
ganisms in which the molecular clock mechanism has been investi-
gated, a common model has been observed across cells, be it those of
the central pacemaker or those of the periphery: a transcription—
translation feedback loop (TTFL) [38]. In mammals, the positive limb of
the TTFL is comprised of the transcriptional activators, the circadian
locomotor output cycles kaput (CLOCK) and brain and muscle ARNT
like protein 1 (BMAL1). These clock core genes encode bHLH-PAS
(basic helix—loop—helix; Per-Arnt-Single) proteins that after their
own heterodimerization initiate transcription by binding to specific DNA
elements like E-boxes (5'-CACGTG-3’) and E’-boxes (5'-CACGTT-3') in
the promoters of target genes. Loss of either BMAL1 or CLOCK and
NPAS2 (a paralog of CLOCK), eliminates functionality of the TTFL
altogether and thus circadian rhythms in animal physiology and
behavior [39—41]. CLOCK:BMAL1 target genes can be metabolic
genes which do not directly feed back onto the TTFL or they can be so-
called “clock genes”, which feed back directly into the clock’s TTFL as
CLOCK:BMALT1 activity inhibitors or activators [38]. The CLOCK:BMAL1
target genes include the Period (Per) and Cryptochrome (Cry) genes,
which ultimately reach critical protein concentrations, dimerize, and
inhibit the subsequent activity of the CLOCK:BMAL1 heterodimer in the
nucleus [42]. Degradation of the negative limb proteins PER and CRY is
required to initiate of a new cycle of transcription. Casein kinase (CK)1¢e
and CK19 phosphorylate the PER proteins, which is necessary for their
ubiquitination and degradation by P-transducing-repeat-containing
protein (BTrCP) and 26S proteasome respectively [43]. CRY1 is
phosphorylated by 5" AMP-activated protein kinase 1 (AMPK1) [44] and
CRY2 by a sequential dual-specificity tyrosine-(Y)-phosphorylation
regulated kinase 1A(DYRK1A)/glycogen synthase kinase 3beta (GSK-
3) cascade [45], which targets it for ubiquitination and degradation by
F-Box And Leucine-Rich Repeat Protein 3(FBXL3) [46—49]. In addition,
the active CLOCK:BMAL1 heterodimer promotes the transcription of the
nuclear receptors retinoic acid-related orphan receptor alpha (Rorc)
and the nuclear receptor subfamily 1, group D (Nr7d7), also known as
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Figure 1: The molecular clock at the transcription and post-translational level. (A) The molecular circadian clock is composed of six interrelated transcription—translation
feedback loops, with the CLOCK-BMAL1 heterodimer providing the central transactivation at E-box-containing target genes. Loop 1: PER and CRY proteins dimerize and inhibit the
activity of CLOCK:BMAL1 heterodimer in the nucleus. Loop 2: The nuclear receptors ROR and REV-ERB both compete for a binding site within the response element (RORE) of the
Bmal1 promoter and activate or repress its transcription, respectively. Loop 3: PPARq. activates the transcription of Bmal7 by binding to the PPARa. response element (PPRE)
located in the Bmal7 promoter. Loop 4: NAMPT provides negative feedback by modulating SIRT1 activity via an increase in NAD™ levels. Loop 5: DEC1 and DEC2 transcription
factors inhibit the CLOCK:BMAL1 activity by direct binding. Loop 6: The nuclear receptor ERRo. specifically down-regulates Bmal7 expression, while its co-repressor PROX1
alleviates its repression. (B) Oscillatory post-translational events of key circadian proteins have important regulatory roles in the TTFL [105]. BMAL1 [106] is acetylated by CLOCK
and both BMAL1 and PER2 are subjected to deacetylation by SIRT1. In the case of BMAL1, deacetylation leads to repression of target gene expression [106] while PER2
deacetylation by SIRT1 leads to its degradation [56]. Phosphorylation of BMAL1 by PRKCA results in inhibition of CLOCK:BMAL1 transcriptional activity [108], while phosphorylation
of BMAL1 by CK1e and GSK3f also regulates BMAL1 activity [109,110]. CK1e-mediated phosphorylation activates BMAL1 while GSK33-mediated phosphorylation prepares it for
further degradation. GSK3p also phosphorylates and stabilizes CRY2 [111], PER2 [112], REV-ERBa. [113] and CLOCK [114]. PERs and CRYs families are phosphorylated prior to
ubiquitination and degradation [43—45] while NAMPT autophosphorylation increases its enzymatic activity.
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reverse erythroblastosis virus alpha (Rev-erba), its own activator and
repressor, respectively. These important nuclear receptors both
compete for a binding site within the response element (RORE) into the
Bmal1 promoter, generating another loop of regulation [42]. Overall,
the molecular circadian clock is composed of six interrelated tran-
scription—translation feedback loops (Figure 1A) that oscillate around
the circadian cycle depending on external demands or modulators.

3. CLOCK-CONTROLLED METABOLIC GENES

The number of clock-controlled genes (i.e. genes transcriptionally
controlled by CLOCK:BMAL1 via E-box regulation) is extensive.
Therefore, we propose a classification of these genes according to
their bidirectional clock regulatory functions at the level of interaction
with CLOCK and BMAL1 at their cognate E-box target sites (Table 1).
Listed genes are all validated CLOCK:BMAL1 target genes, bound
directly by the heterodimer [25]. (Here we classify gene targets ac-
cording to whether, once expressed, they feed back to affect the
function of one of the TTFL circadian loops.) The majority of metabolic
CLOCK:BMAL1 target genes do not exert a direct regulatory role on the
molecular clock. These targets include metabolic genes such as
aminolevulinic acid synthase 1 (Alas7), plasminogen activator
inhibitor-1 (Pai-1) or thyroid hormone receptor alpha (7ra), which play
important output roles in heme biosynthesis and vascular or cardio-
vascular function, respectively (reviewed in Refs. [50,51]). Other clock-
controlled genes that are direct CLOCK:BMAL1 targets but that do not
exert a direct regulatory role on the TTFL include thyrotroph embryonic
factor (Tef) and hepatic leukemia factor (HIf), which have important
regulatory functions activating downstream metabolic target genes
through direct binding to D-boxes [52]. Interestingly, Dpb binds to D-
elements in the promoter of Per? [53], and thus feeds back into the
TTFL by controlling the negative arm.

Alternatively, there is a group of metabolic CLOCK:BMAL1 target genes
that possess direct regulatory feedback properties via one or more of
the loops described in Figure 1. Examples of such targets include
peroxisome proliferator-activated receptor alpha (Pparc), nicotinamide
phosphoribosyltransferase (Nampt), Dec1, Dec2, estrogen-related re-
ceptor alpha (Erre) and proper homeobox 1 (Prox1).

In addition to RORca, PPARa is also a positive regulator of Bmal1
expression and thus functions as a bidirectional clock regulatory
protein by binding to a PPARc. response element (PPRE) located in the
Bmal1 promoter. BMAL1, in turn, is an upstream regulator of Pparo
gene expression, producing an additional regulatory feedback loop for
peripheral clocks (Figure 1A, loop 3) [54].

Another gene with bidirectional control is the CLOCK:BMAL1 target
Nampt [55,56], which is also the rate-limiting enzyme that converts
Nicotinamide (NAM) to Nicotinamide Mononucleotide (NMN), a key
reaction required for the intracellular salvage of Nicotinamide Adenine
Dinucleotide (NAD) [57]. NAD™ is a key molecule in metabolism,

Table 1 — Examples of metabolic CLOCK-BMAL1 target genes.

Do not directly affect the function Directly affect the function of one
of one of the TTFL circadian loops of the TTFL circadian loops

Alas1, Pai-1, Tre, Tef, HIf, Hmgcr,
Abcc2, Anpep, Abcbia, Scl22a23,
Scl22a2, Prkab1, Slco2b1, Scl22a5,
Scl16a10, Agtria, Sclco1b2, Car12,
Cyp2b10, Oprt, Scl22a6, Nirk2, Esr1,
Egfr, Hsp90aal, Hsp90b1, Mirr,
Tubg1, Htr2a, Adra1b, Pah, Cbs,
Pdxk, Adratb.

Ppara, Nampt, Dec1, Dec2, Errc,
Prox1, Dbp.
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activating a number of enzymes and transcriptional factors involved in
multiple metabolic pathways. The NAD-dependent sirtuin deacety-
lase, SIRT1, is one such factor, which binds directly to CLOCK:BMAL1
and affects its transactivating activity. Thus, BMAL1 activation of
Nampt generates an additional negative feedback loop (Figure 1A, loop
4), coupling cellular metabolites and their targets directly to the core
clock TTFL [58,59].

Dec1 and Dec2 are also metabolic CLOCK:BMAL1 target genes
implicated in cellular differentiation among other processes. Similar to
PER and CRY-mediated inhibition of the CLOCK:BMAL1 heterodimer,
DEC1 and DEC2, both basic helix—loop—helix transcription factors,
bind directly to CLOCK:BMAL1, inhibiting its activity (see Figure 1A,
loop 5) [60]. The promoters of Dec? and Dec2 contain both E-box and
RORE elements, providing an additional regulatory check point for the
TTFL [61].

Other inhibition of CLOCK:BMAL1 activity comes from the nuclear re-
ceptor ERRa.. ERRa. specifically down-regulates Bmall expression
(Figure 1A, loop 6), and PROX1 blocks this repression. The interplay
between ERRa. and PROX1 affects the circadian robustness of some
clock target genes including Per2, Cry1, Rev-erb-« and Rev-erb-( is
important considering that ERRa. has been shown to connect energy
metabolism to the clock machinery in part via its additional tran-
scriptional control over metabolic gene networks [62].

Although Bmal1, Clock, Peri, Per2, Per3, Cryl, Cry2, Rorx, Ror@,
Rory, Rev-erb-o and Rev-erb-3 comprise the specific group of clock
genes essential for TTFL oscillations, they also possess specific
functions in regulating metabolic homeostasis according to studies
carried out on a variety of global and tissue-specific knockout mice
[39,41,63—97]. Studies have revealed both direct [98] and indirect
[68] actions of the clock genes in metabolic pathways. PER2 for
instance, can interact or compete with other nuclear receptors, thus
regulating rhythmicity in target gene expression [62,68]. REV-ERB-o.
directly regulates gluconeogenic enzymes like glucose-6-phosphatase
(G6Pase), phosphoenolpyruvate carboxykinase (Pepck), the nuclear
receptor heme binding protein (Shp) and nuclear factor interleukin 3
(Nfil3) (also known as E4bp4) through RORE [99]. In addition, rate-
limiting steps of fatty acid oxidation, fatty acid synthesis and choles-
terol and bile acid biosynthesis are also under circadian control in the
liver, as reflected by cycling in the mRNA or protein levels of the fatty
acid transporter carnitine-palmitoyl transferase 1 (CPT-1), the
membrane-bound transcription factor sterol regulatory element-
binding protein (SREBP)-1c and the rate-limiting enzymes 3-
hydroxy-3-methyl-glutaryl-Coenzyme A reductase (HMGCR) and
cholesterol 7a-hydroxylase (CYP7A1) [100,101]. Such cycling poises
the body to synthesize lipids, emulsify fats, or transport and oxidize
lipids at the right time relative to the eating cycle. These examples may
explain in part the close relationship between the circadian clock
system and metabolism and serve as a context for the epidemiological
studies showing links between the circadian clock in humans and
energy balance. It is likely because many of these metabolic oscilla-
tions are driven by the eating schedule, uncoupling energy intake
rhythms from the environment promotes obesity in rats and mice
[102,103]. This data correlates with human studies showing associ-
ation between rest phase energy intake and obesity [104].
Approximately half of the rhythmic proteins identified in the mouse liver
cannot be explained by the rhythmicity of mRNAs, suggesting that
translation and/or protein stability might play a pivotal role in con-
trolling rhythmic protein accumulation [25]. Indeed, oscillatory post-
translational events of key circadian proteins have been previously
identified to have important regulatory roles [105]. Furthermore, it is a
point of intersection between metabolism and the clock as such
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Table 2 — Examples of tissue functions under circadian control.

Tissue Main pathways (examples of central genes  References

under circadian control)

Liver Gluconeogenesis (Pepck, Sirt1, Pgc-1c, Foxol,
Torc2, Shp)
Glycolysis (Pgc-1c, Sirt1, Pfkm, Pkir)
Glycogen synthesis (Gck, Gsk30)
Glycogenolysis (Pygl, G6pc)
Fatty acid B-oxidation (Cpt1, Pgc-1c)
Cholesterol synthesis (HmgCoAR, Fxr, Lxrc, Srebp-1c)
Lipogenesis (Acac, Fasn)
Ketogenesis (Foxa 2, Hmg-CoA)
Synthesis of urea (Otc, Arg1, Cps1, Ass1, Asl)
Synthesis of bile acids (Cyp27al, Fgfr4, etc (See
references.))
Xenobiotic metabolism (Car)
B-oxidation (Mcad, Lcad, Hadhc)
Krebs cycle (Cs, ldh, Ogdh)
Blood circulation (Ag)
Angiogenesis (Vegfa, Fit1, Kdn
Glycolysis (Pgc-1cc — Sirt1, Hk, Pfkm, Pkm)
Glycogen synthesis (Hk, Gsk30)
Glycogenolysis (Pygm, G6pc)
Fatty acid B-oxidation (Cpt1, Pgc-1c)
Renal sodium balance and electrolyte reabsorption
(Usp2, Gilz, Slc2a9)
White adipose Fatty acid esterification (Fas)
tissue Lipolysis (Hs)
Lipogenesis and adipogenesis (Acac, Fasn, Ppary,
Rev-erba, C/ebp)

[123—135]

Heart [14,136,137]

Skeletal
muscle

[126,138,139]

Kidneys [140]

[141]

modifications often rely on oscillations in metabolite substrates that are
derived from intermediary metabolism. Related to their activity, BMAL1
[106] is acetylated by CLOCK while PER2 and BMAL1 are both sub-
jected to deacetylation by SIRT1. In the case of BMAL1, deacetylation
leads to repression of target gene expression [106] and, in the case of
PER2, deacetylation by SIRT1 leads to its degradation [56]. As SIRT1
directly inhibits the CLOCK:BMAL1 activity, SIRT1-induced PER2
degradation may provide a necessary compensatory effect on
CLOCK:BMAL1 target gene expression [107].

In addition to acetylation, BMAL1 can also be phosphorylated by
protein kinase C alpha (PRKCA), following stimulation by Receptor of
activated protein kinase C1 (RACK1). The BMAL1-RACK1-PRKCA
complex is rhythmically assembled during the negative phase of the
molecular circadian cycle, resulting in an inhibition of CLOCK:BMAL1
transcriptional activity [108]. Moreover, BMAL1 can also be phos-
phorylated by CK1e and GSK3P [109,110]. GSK3[3 targets several
circadian proteins including CRY2 (which leads to its stabilization)
[111], PER2 [112], REV-ERB-o. [113] and CLOCK [114] (Figure 1B).
Because GSK3P, a key molecule in the insulin signaling pathway,
targets several of the clock proteins, it appears to be a key player in
clock control. Indeed, small molecule inhibitors of the protein have
been found to induce period shortening of the clock in cells [115].
While additional posttranslational modifications at clock and clock
accessory proteins take place and can be activating or deactivating
depending on the context, suffice it to say that this level of circadian
regulation is essential for rhythmicity in a number of cellular events
[43—45,116,117]. For example, protein synthesis is directly affected
by rhythmic BMAL1 phosphorylation. BMAL1 is a substrate of ribo-
somal S6 protein kinase 1 (S6K), and its phosphorylation by S6K
specifically allows it to interact with translational machinery in a
circadian manner and thus promote cyclic protein synthesis [118]. O-
linked B-D-N-acetylglucosamine (0-GlcNAc) modification of CLOCK,
BMAL1, and PER2 also takes place in the cell [119,120] and couples
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hexosamine biosynthesis to rhythmicity in gene expression by altering
the stability of these TTFL proteins.

Interestingly, some part of rhythmically expressed metabolic genes
appear to oscillate independently of the TTFL, and have no apparent
CLOCK:BMAL1 binding site, suggesting the importance of indirect
transcriptional and posttranscriptional regulation [9,52,121]. Some-
times, these types of oscillations can be driven by zeitgebers which
induce rhythmicity in nutrient-responsive factors such as PPARy and
SREBP-1C [9,92,121,122]. These oscillations provide an additional
method of nutrient sensing that does not directly rely on proteins of the
TTFL.

4. HOW DOES THE CLOCK RESPOND TO A CHANGE IN ENERGY
STATE?

Sometimes, tissues use tissue-specific mechanisms to carry out
metabolic oscillations in response to environmental demands [95]. But
more often than not, tissues use common signaling molecules in a
temporally unique way to carry out their metabolic functions. Table 2
lists many of the primary functions of several metabolic tissues in
addition to listing genes associated with the pathway that either
oscillate in vivo or are direct targets of one or more of the TTFL proteins
in vivo [14,25]. Examples of proteins that may provide such responses
across multiple tissues are the sirtuin family of deacetylases, including
SIRT1, SIRT3, and SIRT6 as well as the protein kinase AMPK.

SIRT1 is a key regulator of several metabolic processes including
gluconeogenesis, lipid metabolism, and insulin sensitivity [142] and
targets several factors involved in the maintenance of nutrient flux,
including Peroxisome Proliferator-Activated Receptor gamma (PPARY),
Peroxisome Proliferator-Activated Receptor Gamma Coactivator 1-
alpha (PGC-1a), Forkhead Box Protein 01 (FOXO1), Transducer of
Regulated CREB Protein 2 (TORC2), Signal Transducer and Activator of
Transcription 3 (STAT3) and SREBP-1c, among others [143,144]. Like
SIRT1, SIRT6 is sensitive to cellular NAD™ levels and can bind to the
CLOCK:BMAL1 heterodimer directly to modulate target gene expres-
sion [121]; but unlike SIRT1, SIRT6 appears to exert its chromatin
effects in part via its sensitivity to specific fatty acids (FFAs) like
myristic, oleic, or linoleic acid [145]. Located in the mitochondria,
SIRT3 is important in fatty acid oxidation during fasting and provides
rhythmic control in part via its ability to deacetylate mitochondrial
proteins directly [146]. Thus, the NAD™-sensitive sirtuins proteins
provide an example of a somewhat ubiquitous method by which cells
can fine-tune their clock based on the energy state of the cell.
Another key mechanism by which nutrients and energy status help the
clock keep time is via AMPK. AMPK detects changes in cellular
AMP:ATP ratios during the rest and activity cycle. As a detector of this
ratio, it promotes the rhythmic activation of metabolic pathways in
response to increasing AMP levels. The molecular targets of AMPK
cover a wide range of metabolic processes like glucose uptake,
glycogen and protein synthesis, glycolysis, gluconeogenesis and fatty
acid synthesis or oxidation [147].

NAD™ and AMP influence the clock in very direct ways. For example,
the DNA-binding activity of the CLOCK:BMAL1 and NPAS2:BMAL1
heterodimers themselves are regulated by the redox state of NAD™
cofactors. The reduced forms NAD(H) and NADP(H) strongly enhance
DNA binding, while the oxidized forms NAD™" and NADP™, inhibit it
[148]. Thus, there exists substantial crosstalk and feedback within the
clock at the level of the energy-related metabolites NAD™, NAD(H), and
AMP so that when the external energy contribution is low as under
fasting or exercise situations, AMPK is activated. AMPK induces CRY
and CKle phosphorylation (thus also indirectly controlling PER
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degradation) and indirectly activates SIRT1 via increases in NAD™
levels [149]. SIRT1 activation results in BMAL1 and PER protein
deacetylation (i.e. BMIAL1 inactivation and CRY:PER destabilization and
further degradation). Additionally, under this situation, SIRT1 also
deacetylates and activates PGC-1a [150], which co-activates RORa.
As a consequence of NAD'-dependent sirtuin activity, NAM levels
increase progressively, inhibiting in turn NAD™ formation and there-
fore, SIRT1 activity [151]. On the other hand, increased levels of NADH,
as observed in a postprandial state induce CLOCK:BMAL1 E-box
binding, BMAL1 acetylation and target gene transcription. Over time,
PER:CRY binds to CLOCK:BMAL1 and PER is acetylated [151]
(Figure 2). Therefore, the NAD(P)"/NAD(P)H balance depends on the
metabolic cell state and the metabolic cell state depends on the bal-
ance between energy intake and energy demands. In summary, the
entrainment of the TTFL in a particular cell depends directly on the
redox state of the cell [151].

5. FEEDING AND THE CLOCK

Many studies have reported the impact of the fasting—feeding cycle on
the circadian system through different designs of limited food avail-
ability in a period of 24 h (reviewed in Refs. [10,152]). While data in this
area is still somewhat limited, one study showed that fasting during the
early activity phase in rodents may increase body weight and lipo-
genesis concomitant with an increase in gene expression amplitude of
pro-lipogenic transcription factors like Srebp-1c¢ and Ppara in mouse
liver [153]. Some human studies support this trend. For example, one
study looking at young men who routinely skip breakfast showed that
breakfast skippers had an increase in both triglyceride and LDL

SIRT1 BMAL1

CLOCK

FASTING AND

cholesterol levels in the serum compared to subjects who ate the first
of their three meals in the morning [154]. With regards to the clock
machinery itself, studies in rodents show that initiation of food intake
during the wake phase following a prolonged fast, causes a rapid
induction of Per2 and Dec1 expression in the rodent liver. One hour
following food intake initiation, the Per1, Per2 and Dec? mRNA levels
increase, while Rev-erb-a mRNA levels decrease [155]. Postprandial
increases in insulin levels after the breakfast could in part explain this
modulation, as injection of insulin induces a rapid change in the Perf,
Per2, Dec1 and Rev-erb-c relative expression not only in liver but other
insulin-sensitive tissues like the muscle and the white adipose tissue,
an effect which is blocked after the addition of specific inhibitors for
MAPK and PI3K [156]. Restricted feeding (RF), where calories are not
limiting but confined to a discrete temporal window, can also affect the
clock at the level of the TTFL. RF entrains circadian oscillations in
peripheral tissues, (reviewed in Refs. [1,10]). Remarkably, under these
conditions, the degree of phase shift varies among different organs,
without affecting the clock rhythms in the SCN, thereby uncoupling the
phase of peripheral clocks from that of the central clock [6]. (Of note,
RF is not similar in this regard to caloric restriction, which can affect
the phase of circadian rhythms in the central pacemaker [157]).
Additional information regarding the profound effects that restricted
feeding can have on the clock and metabolism is reviewed in Ref. [10].
A variety of studies have begun to address how specific diet compo-
nents can modulate the circadian clock. Diets vary substantially in the
type and amount of macro and micronutrients that can be used as
zeitgebers for the clock (Figure 3). The case of fat as a component has
been studied through rodent models of diet induced obesity. Inter-
estingly, in some cases, a high-fat diet (HFD) administered ad libitum
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Figure 2: The molecular clock is sensitive to the energy state. When cellular energy is low, as under fasting or exercise situations, AMPK is activated by an increase in the
AMP/ATP ratio. AMPK induces CRY and CKle phosphorylation (thereby controlling PER degradation) and indirectly activates SIRT1 via increases in NAD™ levels [149]. SIRT1
activation results in BMAL1 and PER protein deacetylation. Additionally, SIRTs deacetylates and activates PGC-1c., which co-activates RORa.. As a consequence of NAD-+-
dependent sirtuin activity, nicotinamide (NAM) levels increase, NAD™ levels decrease, and SIRT1 activity is downregulated [151]. Increased levels of NADH, such as occurs
postprandially, induce CLOCK:BMAL1 binding and activation of target genes as well as BMAL1 acetylation. Over time, PERs and CRY proteins dimerize and bind to CLOCK:BMAL1

and PER is acetylated [151].

138

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

www.molecularmetabolism.com


http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

I

MOLECULAR
METABOLISM

| Western Diet |

J—
« Fat > BMAL1, PPARa

®Eat « Cholesterol >RORa, LXRa

H Protein —

- Oxysterol 2 RORB

Carbohydrates « Stearic acid > RORB, SIRT6
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Figure 3: Diet composition produces diverse zeitgebers for the clock. Typical food items for the so-called “western diet”, which is generally composed of foods high in
saturated fat combined with high sugar content, and a so-called “Mediterranean diet”, which is generally considered to contain a higher percentage of plant-based foods and a
substitution of some saturated fats with mono and poly-unsaturated fats. Each of these diets produces macromolecules and metabolites known to function as zeitgebers for the
circadian clock in various tissues and cell types. While lipids and cholesterol are known to modulate PPARy, RORe., LXR, and RORB, fats (particularly those which affect insulin
sensitivity over time), and high glucose likely modulates BMAL1 activity in a GSK3[3-dependent manner. Stearic acid has been observed to modulate the sirtuin protein SIRT6
(which binds directly to CLOCK:BMAL1). Under different dietary conditions, there is an increase in potential clock zeitgebers including vitamin A (known to activate RAR and RXR),
polyphenols such as resveratrol (activator of SRIT1) and proanthocyanidins (regulators or modulators of Bmal1, Nampt, and several other clock genes). Additional ligands or
modulators of clock-related proteins or rhythmic nuclear receptors include polyamines (regulators of the PER2:CRY1 complex), MUFA and PUFAs (modulators of SIRT6, PPARY,

RXR, and PPARa), and phytosterols (modulators of LXR).

to animals results in increased daytime activity and a concomitant
increase in caloric consumption during the 12-h light phase compared
to control chow-fed animals [158—161]. Interestingly, HFD can
lengthen the circadian period as measured by locomotion analysis and
induce a phase advance in the liver clock [161—163]. In the cases
where HFD induces an increase in rest phase energy intake, rhythmic
energy intake can be quickly restored by returning the animals to low
fat chow [162]. Interestingly, Clock mutant mice are resistant to the
HFD-induced period lengthening that is sometimes observed in wild-
type control conditions [163].

The human clock also appears to be sensitive to dietary manipulations
at the level of macronutrient content. In a study designed to test the
impact of a low carbohydrate/high fat diet vs. a low fat/high carbo-
hydrate diet on the human clock, it was found that a switch from a low
carbohydrate/high fat diet to a high fat/low carbohydrate diet produced
a phase delay in salivary cortisol levels (indicative of a longer period
centrally), and altered gene expression peripherally, as measured by
gene expression in circulating monocytes [164]. Specifically, PER7,
PER2, PER3 and TEF gene expression in blood monocytes before and
after switching from high carbohydrate/low fat food to low carbohy-
drate/high fat isocaloric food all showed significant time:diet in-
teractions. Interestingly, significant correlations were established
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between PER7 expression changes and total LDL cholesterol in the
plasma, PER2 and plasma non-esterified fatty acid (NEFA) levels, and
TEF and nuclear factor of kappa light polypeptide gene enhancer in B
cells inhibitor, alpha (MFKB1a) and ACOX3 (acyl-Coenzyme A oxidase
3, pristanoyl) changes [164].

Glucose metabolism is highly circadian [165] and depends heavily on
the timing and constitution of nutrient ingestion. The extent to which
the clock is affected by carbohydrates largely depends on the carbo-
hydrate composition. Highly digestible carbohydrates appear to have
stronger entraining capacity than those that are poorly digestible and
can induce rapid circadian entrainment in a tissue-specific way
[166,167]. Simple sugars increase levels of fatty acids and glucose in
blood, producing a concomitant rise in NAD(P)H levels, which directly
influences the efficiency of CLOCK:BMAL1DNA binding. Several
important proteins in the regulation of the glucose homeostasis
including PEPCK and pyruvate dehydrogenase kinase, isoenzyme 4
(PDK4) are regulated at different levels by the clock genes CRY1 and
CRY2 and the metabolic genes PPARa. and PPARy, providing additional
linkage between the molecular clock and regulation of glucose
metabolism [168,169].

The effect of sugar and other nutrient metabolism on the circadian
oscillator (and vice versa) has been well studied in plants (reviewed in
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Ref. [170]), but not all studies have been recapitulated in mammalian
systems. However, in mammals, fat soluble vitamins (A,D,E,K) exhibit
daily rhythmicity in serum with a diurnal peak between 15:16 and
18:08 h [171] and some water soluble vitamins (B and C) are also
regulated in a circadian manner and display oscillations in certain
tissues examined to date and under certain dietary regimes [9,26,121]
(also see: circadiomics.igbuci.edu).

A specific set of molecules receiving attention from a circadian
perspective during the last decade is polyphenols, which are found
frequently in certain foods and possess a wide range of beneficial
metabolic effects. Several polyphenols have been shown to have a
direct effect on the core clock. Specifically, the unique polyphenols
found capable of modulating the molecular clock to date are resveratrol
and the proanthocyanidins. The main source of resveratrol in the human
diet is red wine (but it is also present in smaller amounts in blueberries,
peanut butter, dark chocolate, among other sources) [172]. Resveratrol
is thought to increase SIRT1 activity through a direct allosteric activation
via the N-terminal activation domain in SIRT1 [173]. SIRT1 is implicated
in the prevention of many age-related diseases such as cancer, Alz-
heimer’s disease, and type 2 diabetes [174], controlling, at the cellular
level, DNA repair and apoptosis, inflammatory pathways, insulin
secretion, mitochondrial biogenesis and the circadian clocks [175].
When administered to animals (gray mouse lemurs), resveratrol can
adjust the circadian rhythms of locomotor activity and body temperature
[176]; in rats, it can reverse adipose tissue-specific circadian gene
expression changes induced by a high fat diet [177], confirming that the
circadian system is a target for this polyphenol.

Procanthocyanidins (PAs) are the most consumed polyphenols in human
diet based on their widespread presence in vegetables, fruits, cacao,
nuts and some beverages like red wine or tea [178]. PAs have protective
properties against metabolic syndrome and cardiovascular diseases
[179—183], although some have also been shown to have anticancer
properties as well as neuroprotective effects [184—186]. Related to the
molecular clock machinery, proanthocyanidins modulate the expression
level of clock-core and clock-controlled genes in peripheral clocks of
healthy and obese rats [187] and the 24-h rhythm expression of clock-
core and clock-controlled genes in liver and hypothalamus, which is
associated with variations of the circadian fluctuation of some important
metabolites in plasma or NAD™ levels in liver. However, the zeitgeber
time of proanthocyanidin administration controls the precise effect of
this polyphenol on the molecular clock in vivo [28,188].

Most of the studies to this point show the response of the clock to diets
of largely different macronutrient composition. Yet, unclear is whether
the response of the circadian clock to a specific diet is due to particular
signaling pathways (i.e. impaired insulin sensitivity in the context of a
high fat diet) vs. specific metabolites or micronutrients within the diets
affecting the clock components more directly. Based on emerging data
addressing this question, both indirect and direct mechanisms likely
are responsible for clock manipulation in vivo. Studies beginning to
look carefully at this distinction clearly provide examples of specific
nutrients that profoundly alter the clock machinery directly. For
example, recent discoveries include the effect of polyamines on the
circadian clock. In this case, rather than directly modifying the
CLOCK:BMALT1 heterodimer, polyamines directly affect the efficiency of
the PER2:CRY1 interaction [189]. The period shortening effect of
polyamines on the clock at the physiological level can be observed by
simply supplementing polyamines in the drinking water of animals and
such supplementation can also restore normal periodicity in aged
animals. Heme is another molecule that directly affects the tran-
scriptional complex of the BMAL1:NPAS2 heterodimer [190]. Heme
also directly binds to REVERBa. [191,192] and induces a repression of
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target gene expression. Thus, while changes in pathways such as the
insulin signaling pathway can modulate circadian protein activity [193],
some molecules such as those described here can bind to or modulate
clock proteins directly.

6. CIRCADIAN SOLIDARITY ACROSS TISSUES: ARE NUTRIENTS
IMPORTANT FOR SYNCHRONIZATION?

As substantiated by numerous human and rodent studies, synchro-
nicity between clocks appears to be important for metabolic health.
Examples of this are found in studies showing the strong association of
night shift or rotating shift working humans with increased adiposity,
type-2 diabetes, and even cardiovascular disease (reviewed in Refs.
[97,194]). Paradigms employing night “work” or rest phase eating in
rodents support these epidemiological studies [103,195]. Thus, that
the light-entrainable pacemaker of the brain is out of sync with the
food-entrainable oscillators of peripheral tissues appears to be
disadvantageous for energy balance. But what is synchronicity in the
first place and what is known about communication across tissues that
regulates tissue-specific clock function?

Studies are starting to address this complex question by asking what
circadian signals arise from one tissue that assist in entraining or
maintaining circadian rhythms in other tissues. For example, phos-
phatidylcholine 18:0/18:1 (PCl) has been identified in mouse serum to
undergo a pronounced PPAR d-controlled rhythmicity, which is
essential for PPARa.-mediated fatty acid uptake by the muscle [196]. A
high fat diet interferes with the robust rhythmicity of PCl release,
increasing serum triglycerides and decreasing uptake of free fatty
acids by myocytes. In addition to coordination of the muscle and liver
clock by circulating PCI, metabolites secreted by adipose tissue are
also implicated in synchronicity required for metabolic control. Studies
using mice with an adipose-specific depletion of Bmal7 show that
hypothalamic sensing of circulating polyunsaturated fatty acids
(PUFAs) and non-esterified polyunsaturated fatty acids is disturbed
when the adipose clock is impaired, a situation which results in altered
circadian energy intake and obesity in mice [197]. Thus, temporal
coordination of adipocyte and hypothalamic clocks also appears to be
essential in clock coordination and is directly linked to the levels of
circulating PUFA in the body. Finally, FGF21, a hepatokine that can
cross the blood—Dbrain barrier is another example of a nutrient-driven
factor that can influence synchronicity across tissues. Specifically,
FGF21, which is upregulated during starvation, has recently been
shown to target the SCN, where it can alter circadian locomotion in free
running conditions [198]. Feeding of animals with a ketogenic diet can
mimic the starvation-induced increase in circulating FGF21 and
thereby affect circadian rhythms centrally.

One important discovery regarding the effect of nutrients on tissue-
specific clock response is that in specific circumstances (the results
can vary depending on the strain and age of mice, as well as the
specific dietary components) a high fat diet can induce obesity simply
by disrupting the circadian rhythmicity of energy intake, inducing
increased energy intake during the normal resting phase [158—160].
The molecular basis for this isn’t entirely clear, but that the central
pacemaker and peripheral clocks such as the liver have an impaired
phase relationship is likely based on a phase-advance of the liver after
HFD feeding vs. a period lengthening effect of the diet as measured by
free-running locomotion. The basis for this interpretation is that a high
fat diet has been shown to increase period length at the level of the
circadian pacemaker, as measured by wheel running in free running
conditions; whereas several studies clearly demonstrate a pronounced
phase-advance of the liver clock by a high fat diet (Figure 4) [9,162]. It
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is likely that synchrony between peripheral metabolic tissues is also
impaired under such conditions; however, studies addressing phase-
relationships across tissues are needed and just beginning to
emerge. For example, under nutrient stress, serum metabolite oscil-
lations are a poor representative of the clock response in the liver
[199], where the clock is reprogrammed in @ manner which includes
widespread de novo rhythmicity in a number of metabolic pathways
[9]. Presumably, impaired phase relationship of clocks can occur in
humans in response to a high fat diet, but this has not been directly
tested. Interestingly, rodent studies suggest that specific high fat diets
may have more than transient effects on circadian rhythms as reversal
from a high fat diet back to control diet or vivarium chow can produce a
rapid return of the liver clock to its prior schedule [9,162] as well as the
normal circadian rhythmicity in eating patterns [162]; however, the
return to normal circadian locomotion patterns is variable [9,162]. The
implications of this result for human health remain to be seen, but the
results suggest that even transient disruptions of the clock by nutrients
may produce more long lasting effects than currently appreciated, at
least in some individuals.

7. LIPID LIGANDS AND NUCLEAR RECEPTORS INVOLVED IN
CIRCADIAN TIMEKEEPING

Much of the molecular glue connecting circadian rhythmicity and
metabolism comes in the form of nuclear receptors (NR), which
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connect endocrine and circadian physiology. At the level of gene
expression, over half of the 49 mouse nuclear receptors display
rhythmic mRNA accumulation [31]. In addition, some of the nuclear
receptors that comprise the PPAR, ROR or REV-ERB families, directly
participate in one or more of the transcription—translation feedback
loops that regulate the clock machinery (Figure 1A). Other nuclear
receptors have been shown to potentially interact with some of the
components of the clock system directly. For example, the nuclear
receptors NURR1 and TRa, among others physically interact with the
PER2 protein [200]. HNF6a., a nuclear enriched liver factor, directly
interacts with REV-ERB-a. [95] and the retinoic acid receptors RAR and
RXR interact directly with CLOCK [201].

Natural ligands have been discovered for roughly half of the nuclear
receptor superfamily, the majority being lipidic structures [202] often
found in the human diet. For example, cholesterol, cholesterol sulfate
and oxysterols are natural ligands for RORet and vy, while stearic acid
and all-trans-Retinoic acid (ATRA) are ligands for RORB [203].
Together with ATRA, vitamin A and its derivatives are natural ligands
for RARs [204], and 9-cis retinoic, docosahexaenoic acid and phytanic
acid are ligands for RXRs [204,205]. In the case of the PPAR family,
fatty acids, eicosanoids and oleylethanolamide, a metabolite found in
the gut, have been classified as their natural ligands [206]. Table 3
presents a number of additional ligands identified for various mem-
bers of the nuclear receptor family with known circadian roles. (In
instances where synthetic ligands have been developed for a particular

A High Fat Polyamine '/ =phase delay
Diet Depletion Insulin Fish Oil DPA/EPA
(HFD)
P ok o =phase advance
i /\/\/\/ =no change
g =period lengthening
B S ‘ H Referenc
Liver Phase advance Phase advance or delay, **Phase Delay (with RF) **Phase Delay (with  HFD: Eckel-Mahan et al. Cell 2013
ad libitum ZT-dependent/ RF) HFD: Branecky et al. PLOS ONE 2015 and
feeding **phase advance in STZ- F etal. P! Journal of 2013
treated rats’ Insulin: Yamajuku et al. Scientific Reports 20121
**no change in STZ-treated and Davidson et al. Physiology and Behavior 20022
rats? Fish Oils and DBP/EPA: Furutani et al. PLOS ONE 2015
Fibroblasts Phase delay upon HFD: Barnea et al. Obesity 2010
depletion Polyamines: Zwighatt et al. Cell Metabolism 2015
in NIH3T3 cells
Adipose Phase delay **Phase advance in STZ- HFD: Barnea et al. Obesity 2010
(after fasting)* treated rats Insulin: Yamajuku et al. Scientific Reports 2012
Muscle Phase delay **Phase advance in STZ- HFD: Barnea et al. Obesity 2010
(after fasting)* treated rats Insulin: Yamajuku et al. Scientific Reports 2012
Lung **No change in STZ-treated Insulin: Yamajuku et al. Scientific Reports 2012
SCN*** ***Period ***Period lengthening **No change in STZ-treated **No changes **No changes HFD: Kohsaka et al. Cell Metabolism 2007 and
lengthening upon depletion (SCN) (SCN) Jeong et al. Scientific Reports 2015
ad libitum Polyamines: Zwighaft et al. Cell Metabolism 2015
feeding Insulin: Yamajuku et al. Scientific Reports 2012

* Results involve analysis after period of restricted feeding or fasting
**Based on Per2- or Per1-luciferase gene expression
***As measured in SCN tissue OR as reflected by locomotion patterns

Fish Oils and DBP/EPA: Furutani et al. PLOS ONE 2015

Figure 4: Overall diet and components of specific diets function as circadian zeitgebers in tissue-specific ways. (A) HFD (60% kcal from fat), polyamines (often found in
vegetables, fruits, cheese, and meat), insulin (to which sensitivity is altered after HFD), and fish oils have been demonstrated as containing zeitgeber properties and can affect the
period or phase of existing circadian oscillations in a context-dependent manner. While impaired insulin signaling has been reported to phase-advance the liver clock under some
conditions [9,28,156,161,162,167,188,189,247,248], administration of insulin can phase advance or delay the hepatic clock depending on the zeitgeber time of administration. (B)
HFD functions as a zeitgeber for multiple tissues, but phase advance or delay results may depend on the post-diet treatment paradigms. (For example, phase delay results in the
adipose and muscle tissues may be influenced by the post HFD fasting period prior to tissue analysis [247]). Polyamine depletion has a similar effect on periodicity in NIH3T3 cells
and lengthens the period of the central pacemaker (as measured by locomotion analysis) [189]. Impaired insulin signaling by Streptozotocin (STZ) treatment has been shown to
phase advance the clock in insulin-sensitive but not less insulin-sensitive tissues [156] but other studies show no STZ-induced phase change without the implementation of
restricted feeding paradigms [248]. Diets supplemented with fish oil from various marine organisms or DPA/EPA generally phase delay the liver when administered at ZTO for
several days. Alternatively, the brain clock remains immune to phase or period changes following such a regimen [167].
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Table 3 — Natural and synthetic ligands of nuclear receptors with circadian

function.

Table 3 — (continued)

(4-(ethylsulfonyl)
phenyl)acetamide

RORB Stearic acid
ATRA

NURR1 In NURSA there are not ligands ~ 6-mercaptopurine [212,213]
Isoxazolopyridinone

TRa Thyroid hormone PNRC [210] NURSA
GC-1

ERRa XCT790 NURSA
Octochorocamphene

SIRT6 Myristic, oleic and linoleic acids [145]

(and other

sirtuins)

nuclear receptor, these are also listed.) Finally, oxysterols and phy-
tosterols such as stigmasterol, sisterol and campesterol have been
shown as natural ligands for LXR [205,207,208], a direct nuclear re-
ceptor target of SIRT1 [209]. Thus, by responding to specific lipid li-
gands, nuclear receptors are a key point of integration for nutrient
metabolism and the clock, and provide key temporal information for
the necessary transcriptional and associated chromatin machinery.

8. POTENTIAL FOR DIET AS A MODULATOR OF HUMAN
METABOLIC HEALTH VIA CLOCK REGULATION

While new studies considering the role of the human diet and nutrition
on our circadian clocks (and vice versa) are emerging, these data lag
far behind the numerous rodent studies demonstrating a direct role for
nutrients in circadian biology. Since the introduction of artificial light
and nighttime work, serious health consequences have been reported
for those who sleep less, work night or rotating shifts, or have social
jetlag resulting from work or social schedules that are not in sync with
the external light/dark cycle. Association studies have revealed that
such circadian misalignment is linked with impaired glucose tolerance,
reduced insulin responsiveness following glucose challenge, increased
body mass index, decreased levels of leptin, and increased levels of
ghrelin [214—217] and metabolic syndrome [218—220]. In addition,
social jetlag and similar circadian misalignment result in increased BMI
[214,221]. One compelling clinical study designed to examine the role
of circadian alignment on metabolic physiology comes from an
experimental paradigm in which healthy volunteers were placed on a
28-h “day” and scheduled to sleep at different phases throughout the
circadian cycle. When subjects were shifted 12-h from their normal
sleep/wake cycle, they exhibited decreased leptin, increased glucose,
and elevated blood pressure. In addition, their post-meal glucose
response was similar to that seen in pre-diabetic patients [222].
Together, these studies highlight the detrimental health effects of
disrupting the circadian system in humans by means of a desynch-
ronization with the light/dark cycle. Considering that metabolic disease
is associated with circadian disruption in humans [214—220] and that
the clock uses nutrient input to set the local time, it is conceivable that
both the timing and nutrient composition of one’s diet might be key
components of personalized medicine’s future, in parallel to individual
behavioral and genetic predisposition.

While additional studies are needed, one way to include behavioral
circadian predisposition into personalized medicine may be to ascer-
tain the circadian chronotype (essentially, the sleep/wake preferences
and patterns of a subject) of patients, which may predict the effec-
tiveness of a given treatment. Humans display great circadian

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

Nuclear Natural ligands Synthetic ligands  References
receptors
LXR Oxysterols: T0901317 [205,207,208]
24(S)-hydroxycholesterol (brain) GW3965
22(R)-hydroxycholesterol
(adrenal) 24(S),25-
epoxycholesterol (liver)
27-hydroxycholesterol (human
macrophage)
Phytosterols:
Stigmasterolsitosterolcampesterol
LXRo Intermediary cholesterol [208]
biosynthesis: 4,4-dimethyl-5a-
cholesta-8,14,24-trien-3b-ol
RXR 9-cis retinoic Bexarotene [204,205,210]
Docosahexaenoic acid PNCR
Phytanic acid
RAR Vitamin A and derivates Arotinoid acid [204,210]
All-trans-Retinoic acid (ATRA) Am 580
BMS209641
CD666
BMS270394
BMS204493
AGN193109
BMS195614
Ro-41-5253
PNCR
PPARa Docosahexaenoic acid Fenofibrate [211]
Eicosapentaenoic acid Clofibrate
Leukotriene B4 Gemfibrozil
8-hydroxy-eicosatetraenoic acid
PPARY Docosahexaenoic acid thiazolidinediones
Eicosapentaenoic acid
MUFA
Arachidonic acid metabolites
Triterpenoids
PPARB/d  Long-chain fatty acids GW501516
Carboprostacyclin
Components of VLDL
RORa. Cholesterol Cholesterolsulphate  T0901317 [203]
7a-hydroxycholesterol SR1078
7B-hydroxycholesterol 7- SR3335
ketocholesterol SR1001
200.-hydroxycholesterol
22 R-hydroxycholesterol 25-
hydroxycholesterol
24 S-hydroxycholesterol
24R-hydroxycholesterol 24,25-
epoxycholesterol
Neoruscogenin
(259)-ruscogenin
RORy 7a.-hydroxycholesterol T0901317
7B-hydroxycholesterol 7- SR1078
ketocholesterol SR2211
24 S-hydroxycholesterol SR1555
24R-hydroxycholesterol 24,25-  SR1001
epoxycholesterol Digoxin
Ursolic acid
ML209
N-(4,6-dimethyl-benzo
[d]thiazol-2-yl)-3-
methyl-thiophene-2-
carboxamide
N-(2-(4-ethyl-phenyl)-
2H-benzo-[d][1,2,3]
triazol-5-yl)
propionamide
N-(5-benzoyl-4-p
henylthiazol-2-yl)-2-
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variability at the behavioral level with some individuals having more
‘eveningness’ (a delayed sleep onset) compared to those with more
‘morningness’. To determine chronotype, questionnaires are often
used, the most common one being the ‘Morningness—eveningness
questionnaire’ of Horne-Ostberg (originally based on rhythmicity in
body temperature) [223] and the Munich chronotype self-rated scale
questionnaire [224]. In general, the results of both questionnaires
present the level to which an individual’s internal clock adjusts to their
environment using a combination of sleep logs and actimetry. The
reliability of such tools has been demonstrated in a number of studies.
One such study assigned chronotype to 95 individuals, using the
Munich chronotype questionnaire. In this study, people identified as
having increased ‘morningness’ vs. ‘eveningness’ were assayed for
saliva and oral mucosa every four hours to study circadian melatonin
levels and clock gene expression, respectively. Importantly, a signifi-
cant correlation between the phase of melatonin secretion and the
sleep time confirmed the patient’s reported chronotype. Similarly, the
expression phase of several clock genes was found advanced or
delayed in a manner which correlated with individual chronotype [225].
Taking into account how timing and nutrient composition of diet can
modulate the clock, the identification of chronotype may in the future
be an important determination in the clinic. For instance, having dinner
or snacking late, sleeping fewer hours and eliminating breakfast are
usual trends for the ‘eveningness’ chronotype, and may be useful
information when performing lipid profiling, etc. [153,154,226—229].
Understanding when behavioral vs. pharmacological intervention is
possible based on chronotype might expand treatment options for
specific metabolic disorders.

A defined chronotype in humans is ultimately based on the same
circadian clock mechanisms identified in cells and tissues of other
mammals. For example, the circadian expression pattern of a majority
of clock genes has been observed in RNA samples from human pe-
ripheral tissues including the skin, oral mucosa, colonocytes, white
blood cells, peripheral blood mononuclear cells, pineal gland tissue
and visceral and subcutaneous white adipose tissue [230,231]. As
clock components are conserved in humans, candidate mutations in
clock genes that may affect their function are being searched for in
humans. Recently, a number of single nucleotide polymorphisms
(SNP) in some of the clock genes have been associated with impaired
metabolic and physiological phenotypes in humans. For example,
associations between particular mutations in the clock components
CKd, PER3 and PER2 with circadian sleep disorders have been made
[232—235], and SNPs in the core clock genes PER2, CRY1, REV-ERBu
and CLOCK have been associated with metabolic disturbances.
Specifically, PER2 SNPs rs2304672C>G and rs4663302C>T have
been associated with abdominal obesity. Interestingly, rs2304672
C>G minor allele carriers have a greater probability of displaying
extreme snacking, experiencing stress with dieting, eating when
bored, skipping breakfast and dropping out of a dietary treatment of
obesity than non-carriers, while frequency of the rs4663307 minor
allele is increased in withdrawers than in those subjects who suc-
cessfully completed treatment [236]. Homozygous individuals with the
minor C allele of the CRY7 rs2287161 polymorphism have been
associated with an increase in carbohydrate intake (%of energy
intake), HOMA-IR and fasting insulin [237]. The T minor allele of the
REV-ERB-a. rs2071427 polymorphism is associated with a higher BMI
[238] while minor allele carriers for the REV-ERB-o rs2314339
polymorphism have a lower probability of abdominal obesity than non-
carriers, as they have lower obesity parameters and lower waist
circumference values. From this group, carriers of the minor allele
(AA + AG) have greater protection against obesity than GG
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homozygotes, when they also have a high intake of MUFA (>55% of
total fat) [239].

Out of the identified SNPs in clock genes, the CLOCK gene SNPs have
been the most comprehensively studies. Several of these SNPs are
associated with obesity and individual components of the metabolic
syndrome. SNP rs4580704 is associated with reduced BMI and
compared to non-carriers, minor allele carriers have a 31% lower risk
of diabetes, 45% lower risk of having hypertension, lower postprandial
triglyceridemia after a fat-loading test, lower intake of fat, and lower
plasma glucose concentrations and HOMA values when MUFA intake is
the same or more than 13.2% of energy [240]. SNP rs3749474 is
associated with a higher BMI and compared to non-carriers, minor
allele carriers show a higher intake of fat in the diet. In addition, minor
allele carriers carrying at least one copy of the T allele, display a higher
degree of obesity (weight and BMI) and abdominal obesity (waist
circumference) than major allele carriers [241]. Compared to non-
carriers, SNP rs1801260 (3111T/C) minor allele carriers have larger
waist circumferences when the saturated fatty acid intake is bigger or
equal to 11.8% of energy. In addition, those subjects are less suc-
cessful losing weight under a weight reduction program of 28 weeks
[241]. After 12 months of a low-fat intervention, subjects who are
homozygous for the major allele (TT) display lower plasma insulin
concentrations, lower insulin resistance and higher insulin sensitivity
compared with carriers of the minor allele C (TC + CC) [242]. Finally,
the haplotype of rs1554483G and rs4864548A is associated with a
1.8-fold risk of being overweight or obese [243]. In summary, muta-
tions of the human clock genes generally are associated with impaired
metabolism. Further studies will likely expand on the nature of and
mechanisms underlying this predisposition. Nevertheless, consistent
with several large epidemiological studies addressing behaviorally-
induced circadian misalignment in humans, normal function of the
circadian clock components may be important for metabolic health and
balance.

Understanding one’s genetic or epigenetic predisposition for circadian
disruption may be one of the key aspects of personalized medicine in
the future. Several studies have begun laying the groundwork for this.
Specifically, a better understanding of the internal clock in humans at
the level of circulating metabolites is gaining ground, with efforts to
identify internal body time [244]. Multiple studies have been performed
to show that the metabolome oscillates throughout the circadian cycle
[30], some of which are completely independent of the eating cycle. In
a study that involved 40 h of constitutive wakefulness and isocaloric
hourly feeding in constant illumination conditions, numerous metab-
olites (approximately 15% of those measured) were found to still
oscillate in both plasma and blood samples when measured by hourly
collection. In spite of no rhythmicity in feeding, lipid species were
generally higher during the light phase (mid-morning to noon) while
some other metabolite pools (such as amino acids) were more equally
distributed in their circadian peak around the 24-h cycle [30]. Thus,
without sleep or daily variation in food intake, approximately 15% of
metabolites cycle in humans. A much greater percentage of metabo-
lites oscillate when rhythmicity in sleeping and eating occurs [29], an
observation that has been repeated in rodent studies [26]. In fact, in
rhythmic eating and sleeping conditions, between 60 and 70% of all
metabolites observed in human plasma oscillate throughout the
circadian cycle [29]. In Davies et al., meals were administered 3x day
(with one snack) and diet macronutrients were reflective of UK dietary
guidelines, with an ultimate consumption of 35% fat, 49% carbohy-
drate, and 12% protein. When diet and sleep were maintained and
aligned with the light/dark cycle, the majority of plasma metabolites
remained oscillatory. Across four studies, which varied substantially in
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the extent to which sleep and food consumption were controlled, a
number of lipid species has been shown to oscillate throughout the
circadian cycle. This number increases dramatically when not
comparing across individuals, demonstrating that individual variation
in the phase of oscillating lipids does exist. Nevertheless, these data
underscore the importance of diet-derived nutrient signals that
circulate, are known to influence the clock at the level of nuclear re-
ceptors and proteins, and that can orchestrate circadian control in a
tissue-specific way.

9. CONCLUSIONS

While the model of personalized medicine, the idea of customizing
healthcare based on parameters such as the genetic and behavioral
profiles of an individual, once seemed a thing of the future as it related
to nutrient input, some key studies already show its tremendous
promise. For example, machine-learning algorithms can use blood
parameters, nutrient input choices and gut microbiota composition to
help predict glycemic responses to a meal [245]. While one meal might
produce a particular rise in postprandial blood glucose in one indi-
vidual, the same meal might produce an entirely disparate glycemic
response in another. It is anticipated that like gut microbiota or genetic
SNPs, one’s internal clock phase will be as integrated into personalized
medicine as the rest. For example, when coming to the clinic, routine
questions might consider sleep duration, chronotype, and the extent of
one’s social jetlag. Even social jetlag (independent of shift work) has
proved to be associated with increased BMI, fat mass, waist circum-
ference, obesity, and metabolic syndrome, but varying in healthy obese
vs. unhealthy obese individuals [214]. As the number and identity of
clock gene SNPs are further investigated, this may be another
mechanism by which nutritional and/or pharmacological regimens are
recommended for a patient.

Already, practical applications for the general public are being devel-
oped based on decades of research on the internal clock and its
molecular underpinnings. For example, the Entrain app was developed
based on the heavy dependence of our internal clock on the light/dark
cycle. This app was designed to assist with optimal circadian reen-
trainment to a new light/dark cycle using mathematical models based
on and incorporating thousands of different circadian misalignment
possibilities [246]. Nutrition has also been proposed as a powerful
reentrainment mechanism to circadian misalignment as well, based on
the repeated demonstrations of its effectiveness in controlling pe-
ripheral circadian rhythmicity [6—8]. Based on the number of potential
zeitgebers that arise from different nutritional inputs, it may be that
food intake and chronotype will jointly play a prominent role in the
future of personalized medicine.

In summary, what is clear is that circadian rhythms are important for
energy balance at the cellular and organismic level. Importantly,
feeding is a critical modulator of the internal clock and, in addition to
affecting synchronicity between the central pacemaker and metabol-
ically active peripheral tissues, it likely controls the extent to which
peripheral tissues are in phase with one another. With this in mind,
several questions remain: 1) how does synchronization across tissues
take place, 2) what are the specific nutrients that modulate tissue-
specific rhythms in a way that preserve synchronization across the
body, and 3) can we use nutritional input more effectively in dealing
with metabolic disorders arising from circadian misalignment? The
complexity of the interplay between nutrient metabolism and circadian
rhythmicity remains, but understanding this dialog more fully is likely
to eventually produce great benefits in terms of metabolic disease
prevention and treatment as it relates to circadian misalignment.

144

CONFLICT OF INTEREST

None declared.

REFERENCES

[1] Dibner, C., Schibler, U., 2015. Circadian timing of metabolism in animal
models and humans. Journal of Internal Medicine 277(5):513—527. http://
dx.doi.org/10.1111/joim.12347.

Gerstner, J.R., Lyons, L.C., Wright, K.P., Loh, D.H., Rawashdeh, 0., Eckel-

Mahan, K.L., et al., 2009. Cycling behavior and memory formation. The

Journal of Neuroscience: The Official Journal of the Society for Neuroscience

29(41):12824—12830. http://dx.doi.org/10.1523/JNEUROSCI.3353-09.2009.

Gamble, K.L., Berry, R., Frank, S.J., Young, M.E., 2014. Circadian clock

control of endocrine factors. Nature Reviews. Endocrinology 10(8):466—475.

http://dx.doi.org/10.1038/nrendo.2014.78.

Krishnan, H.C., Lyons, L.C., 2015. Synchrony and desynchrony in circadian

clocks: impacts on learning and memory. Learning & Memory (Cold Spring

Harbor, N.Y.) 22(9):426—437. http://dx.doi.org/10.1101/Im.038877.115.

Yoo, S.-H., Yamazaki, S., Lowrey, P.L., Shimomura, K., Ko, C.H., Buhr, E.D.,

et al., 2004. PERIOD2::LUCIFERASE real-time reporting of circadian dynamics

reveals persistent circadian oscillations in mouse peripheral tissues. Pro-
ceedings of the National Academy of Sciences of the United States of America
101(15):5339—5346. hitp://dx.doi.org/10.1073/pnas.0308709101.

Damiola, F., Le Minh, N., Preitner, N., Kornmann, B., Fleury-Olela, F.,

Schibler, U., 2000. Restricted feeding uncouples circadian oscillators in pe-

ripheral tissues from the central pacemaker in the suprachiasmatic nucleus.

Genes & Development 14(23):2950—2961.

[7] Stokkan, K.A., Yamazaki, S., Tei, H., Sakaki, Y., Menaker, M., 2001.
Entrainment of the circadian clock in the liver by feeding. Science (New York,
N.Y.) 291(5503):490—493. http://dx.doi.org/10.1126/science.291.5503.490.

[8] Volimers, C., Gill, S., DiTacchio, L., Pulivarthy, S.R., Le, H.D., Panda, S.,

2009. Time of feeding and the intrinsic circadian clock drive rhythms in

hepatic gene expression. Proceedings of the National Academy of Sciences of

the United States of America 106(50):21453—21458. http://dx.doi.org/
10.1073/pnas.0909591106.

Eckel-Mahan, K.L., Patel, V.R., de Mateo, S., Orozco-Solis, R., Ceglia, N.J.,

Sahar, S., et al., 2013. Reprogramming of the circadian clock by nutritional chal-

lenge. Cell 155(7):1464—1478. http://dx.doi.org/10.1016/j.cell.2013.11.034.

[10] Asher, G., Sassone-Corsi, P., 2015. Time for food: the intimate interplay
between nutrition, metabolism, and the circadian clock. Cell 161(1):84—92.
http://dx.doi.org/10.1016/j.cell.2015.03.015.

[11] Bass, J., Takahashi, J.S., 2010. Circadian integration of metabolism and
energetics. Science (New York, N.Y.) 330(6009):1349—1354. hitp:/
dx.doi.org/10.1126/science.1195027.

[12] Doherty, C.J., Kay, S.A., 2010. Circadian control of global gene expression
patterns. Annual Review of Genetics 44:419—444. hitp://dx.doi.org/10.1146/
annurev-genet-102209-163432.

[13] Buhr, E.D., Takahashi, J.S., 2013. Molecular components of the Mammalian
circadian clock. Handbook of Experimental Pharmacology(217):3—27. http://
dx.doi.org/10.1007/978-3-642-25950-0_1.

[14] Zhang, R., Lahens, N.F., Ballance, H.l., Hughes, M.E., Hogenesch, J.B., 2014.
A circadian gene expression atlas in mammals: implications for biology and
medicine. Proceedings of the National Academy of Sciences of the United
States of America 111(45):16219—16224. http://dx.doi.org/10.1073/
pnas.1408886111.

[15] Patel, V.R., Ceglia, N., Zeller, M., Eckel-Mahan, K., Sassone-Corsi, P.,
Baldi, P., 2015. The pervasiveness and plasticity of circadian oscillations: the
coupled circadian-oscillators framework. Bioinformatics (Oxford, England)
31(19):3181—3188. http://dx.doi.org/10.1093/bioinformatics/btv353.

IS

[3

[4

[5

[6

K

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

www.molecularmetabolism.com


http://dx.doi.org/10.1111/joim.12347
http://dx.doi.org/10.1111/joim.12347
http://dx.doi.org/10.1523/JNEUROSCI.3353-09.2009
http://dx.doi.org/10.1038/nrendo.2014.78
http://dx.doi.org/10.1101/lm.038877.115
http://dx.doi.org/10.1073/pnas.0308709101
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref6
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref6
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref6
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref6
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref6
http://dx.doi.org/10.1126/science.291.5503.490
http://dx.doi.org/10.1073/pnas.0909591106
http://dx.doi.org/10.1073/pnas.0909591106
http://dx.doi.org/10.1016/j.cell.2013.11.034
http://dx.doi.org/10.1016/j.cell.2015.03.015
http://dx.doi.org/10.1126/science.1195027
http://dx.doi.org/10.1126/science.1195027
http://dx.doi.org/10.1146/annurev-genet-102209-163432
http://dx.doi.org/10.1146/annurev-genet-102209-163432
http://dx.doi.org/10.1007/978-3-642-25950-0_1
http://dx.doi.org/10.1007/978-3-642-25950-0_1
http://dx.doi.org/10.1073/pnas.1408886111
http://dx.doi.org/10.1073/pnas.1408886111
http://dx.doi.org/10.1093/bioinformatics/btv353
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

[16] Panda, S., Antoch, M.P., Miller, B.H., Su, A.l, Schook, A.B., Straume, M.,
et al., 2002. Coordinated transcription of key pathways in the mouse by the
circadian clock. Cell 109(3):307—320.

[17] Storch, K.-F., Lipan, 0., Leykin, I., Viswanathan, N., Davis, F.C., Wong, W.H.,
et al., 2002. Extensive and divergent circadian gene expression in liver and
heart. Nature 417(6884):78—83. http://dx.doi.org/10.1038/nature744.

[18] Miller, B.H., McDearmon, E.L., Panda, S., Hayes, K.R., Zhang, J.,
Andrews, J.L., et al., 2007. Circadian and CLOCK-controlled regulation of the
mouse transcriptome and cell proliferation. Proceedings of the National
Academy of Sciences of the United States of America 104(9):3342—3347.
http://dx.doi.org/10.1073/pnas.0611724104.

[19] Ceriani, M.F., Hogenesch, J.B., Yanovsky, M., Panda, S., Straume, M.,
Kay, S.A., 2002. Genome-wide expression analysis in Drosophila reveals
genes controlling circadian behavior. The Journal of Neuroscience: The
Official Journal of the Society for Neuroscience 22(21):9305—9319.

[20] Bray, M.S., Shaw, C.A., Moore, M.W.S., Garcia, R.A.P., Zanquetta, M.M.,
Durgan, D.J., et al., 2008. Disruption of the circadian clock within the car-
diomyocyte influences myocardial contractile function, metabolism, and gene
expression. American Journal of Physiology. Heart and Circulatory Physiology
294(2):H1036—H1047. http://dx.doi.org/10.1152/ajpheart.01291.2007.

[21] Zvonic, S., Ptitsyn, A.A., Conrad, S.A., Scott, LK., Floyd, Z.E., Kilroy, G., et al.,
2006. Characterization of peripheral circadian clocks in adipose tissues.
Diabetes 55(4):962—970.

[22] Chiang, C.-K., Mehta, N., Patel, A., Zhang, P., Ning, Z., Mayne, J., et al.,
2014. The proteomic landscape of the suprachiasmatic nucleus clock reveals
large-scale coordination of key biological processes. PLoS Genetics 10(10):
€1004695. http://dx.doi.org/10.1371/journal.pgen.1004695.

[23] Reddy, A.B., Karp, N.A., Maywood, E.S., Sage, E.A., Deery, M., O’Neill, J.S.,
et al., 2006. Circadian orchestration of the hepatic proteome. Current Biology:
CB 16(11):1107—1115. http://dx.doi.org/10.1016/j.cub.2006.04.026.

[24] Masri, S., Patel, V.R., Eckel-Mahan, K.L., Peleg, S., Forne, I., Ladurner, A.G.,
et al., 2013. Circadian acetylome reveals regulation of mitochondrial meta-
bolic pathways. Proceedings of the National Academy of Sciences 110(9):
3339—3344. http://dx.doi.org/10.1073/pnas.1217632110.

[25] Koike, N., Yoo, S.-H., Huang, H.-C., Kumar, V., Lee, C., Kim, T.-K., et al.,
2012. Transcriptional architecture and chromatin landscape of the core
circadian clock in mammals. Science (New York, N.Y.) 338(6105):349—354.
http://dx.doi.org/10.1126/science.1226339.

[26] Eckel-Mahan, K.L., Patel, V.R., Mohney, R.P., Vignola, K.S., Baldi, P., Sas-
sone-Corsi, P., 2012. Coordination of the transcriptome and metabolome by
the circadian clock. Proceedings of the National Academy of Sciences of the
United States of America 109(14):5541—5546. http://dx.doi.org/10.1073/
pnas.1118726109.

[27] Dyar, KA., Ciciliot, S., Wright, L.E., Biensg, R.S., Tagliazucchi, G.M.,
Patel, V.R., et al., 2014. Muscle insulin sensitivity and glucose metabolism
are controlled by the intrinsic muscle clock. Molecular Metabolism 3(1):29—
41, http://dx.doi.org/10.1016/j.molmet.2013.10.005.

[28] Ribas-Latre, A., Bas, J.M. Del, Baselga-Escudero, L., Casanova, E., Arola-
Arnal, A., Salvado, M.J., et al., 2015. Dietary proanthocyanidins modulate
melatonin levels in plasma and the expression pattern of clock genes in the
hypothalamus of rats. Molecular Nutrition & Food Research 59(5):865—878.
http://dx.doi.org/10.1002/mnfr.201400571.

[29] Davies, S.K., Ang, J.E., Revell, V.L., Holmes, B., Mann, A., Robertson, F.P.,
et al.,, 2014. Effect of sleep deprivation on the human metabolome. Pro-
ceedings of the National Academy of Sciences of the United States of
America 111(29):10761—10766. http://dx.doi.org/10.1073/
pnas.1402663111.

[30] Dallmann, R., Viola, A.U., Tarokh, L., Cajochen, C., Brown, S.A., 2012. The

I

MOLECULAR
METABOLISM

[31] Yang, X., Downes, M., Yu, R.T., Bookout, A.L., He, W., Straume, M., et al.,
2006. Nuclear receptor expression links the circadian clock to metabolism.
Cell 126(4):801—810. http://dx.doi.org/10.1016/j.cell.2006.06.050.

[32] Mohawk, J.A., Green, C.B., Takahashi, J.S., 2012. Central and peripheral
circadian clocks in mammals. Annual Review of Neuroscience 35:445—462.
http://dx.doi.org/10.1146/annurev-neuro-060909-153128.

[33] Dibner, C., Schibler, U., Albrecht, U., 2010. The mammalian circadian timing
system: organization and coordination of central and peripheral clocks.
Annual Review of Physiology 72:517—549. http://dx.doi.org/10.1146/
annurev-physiol-021909-135821.

[34] Colwell, C.S., 2011. Linking neural activity and molecular oscillations in the
SCN. Nature Reviews. Neuroscience 12(10):553—569. htip://dx.doi.org/
10.1038/nrn3086.

[35] Aton, S.J., Herzog, E.D., 2005. Come together, right...now: synchronization
of rhythms in a mammalian circadian clock. Neuron 48(4):531—534. hitp://
dx.doi.org/10.1016/j.neuron.2005.11.001.

[36] West, A.C., Bechtold, D.A., 2015. The cost of circadian desynchrony: evi-
dence, insights and open questions. BioEssays 37(7):777—788.

[37] Welsh, D.K., Takahashi, J.S., Kay, S.A., 2010. Suprachiasmatic nucleus: cell
autonomy and network properties. Annual Review of Physiology 72:551—
577. hitp://dx.doi.org/10.1146/annurev-physiol-021909-135919.

[38] Partch, C.L., Green, C.B., Takahashi, J.S., 2014. Molecular architecture of the
mammalian circadian clock. Trends in Cell Biology 24(2):90—99. htip://
dx.doi.org/10.1016/j.tchb.2013.07.002.

[39] DeBruyne, J.P., Weaver, D.R., Reppert, S.M., 2007. CLOCK and NPAS2 have
overlapping roles in the suprachiasmatic circadian clock. Nature Neurosci-
ence 10(5):543—545. http://dx.doi.org/10.1038/nn1884.

[40] DeBruyne, J.P., Weaver, D.R., Reppert, S.M., 2007. Peripheral circadian
oscillators require CLOCK. Current Biology: CB 17(14):R538—R539. hitp://
dx.doi.org/10.1016/j.cub.2007.05.067.

[41] Bunger, M.K., Wilsbacher, L.D., Moran, S.M., Clendenin, C., Radcliffe, L.A.,
Hogenesch, J.B., et al., 2000. Mop3 is an essential component of the master
circadian pacemaker in mammals. Cell 103(7):1009—1017.

[42] Green, C.B., Takahashi, J.S., Bass, J., 2008. The meter of metabolism. Cell
134(5):728—742. http://dx.doi.org/10.1016/j.cell.2008.08.022.

[43] Eide, E.J., Woolf, M.F., Kang, H., Woolf, P., Hurst, W., Camacho, F., et al.,
2005. Control of mammalian circadian rhythm by CKlepsilon-regulated pro-
teasome-mediated PER2 degradation. Molecular and Cellular Biology 25(7):
2795—2807. http://dx.doi.org/10.1128/MCB.25.7.2795-2807.2005.

[44] Lamia, K.A., Sachdeva, U.M., DiTacchio, L., Williams, E.C., Alvarez, J.G.,
Egan, D.F., et al., 2009. AMPK regulates the circadian clock by cryptochrome
phosphorylation and degradation. Science (New York, N.Y.) 326(5951):437—
440. http://dx.doi.org/10.1126/science.1172156.

[45] Kurabayashi, N., Hirota, T., Sakai, M., Sanada, K., Fukada, Y., 2010. DYRK1A
and glycogen synthase kinase 3beta, a dual-kinase mechanism directing
proteasomal degradation of CRY2 for circadian timekeeping. Molecular and
Cellular Biology 30(7):1757—1768. http://dx.doi.org/10.1128/MCB.01047-09.

[46] Busino, L., Bassermann, F., Maiolica, A., Lee, C., Nolan, P.M.,
Godinho, S.I.H., et al., 2007. SCFFbxI3 controls the oscillation of the circadian
clock by directing the degradation of cryptochrome proteins. Science (New
York, N.Y.) 316(5826):900—904. http://dx.doi.org/10.1126/
science.1141194.

[47] Yoo, S.-H., Mohawk, J.A., Siepka, S.M., Shan, Y., Huh, S.K., Hong, H.-K.,
et al., 2013. Competing E3 ubiquitin ligases govern circadian periodicity by
degradation of CRY in nucleus and cytoplasm. Cell 152(5):1091—1105.
http://dx.doi.org/10.1016/j.cell.2013.01.055.

[48] Xing, W., Busino, L., Hinds, T.R., Marionni, S.T., Saifee, N.H., Bush, M.F.,
et al., 2013. SCF(FBXL3) ubiquitin ligase targets cryptochromes at their

human circadian metabolome. Proceedings of the National Academy of cofactor pocket. Nature 496(7443):64—68. htip://dx.doi.org/10.1038/
Sciences of the United States of America 109(7):2625—2629. htip:/ nature11964.
dx.doi.org/10.1073/pnas.1114410109.

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/). 145

www.molecularmetabolism.com


http://refhub.elsevier.com/S2212-8778(15)00236-7/sref16
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref16
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref16
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref16
http://dx.doi.org/10.1038/nature744
http://dx.doi.org/10.1073/pnas.0611724104
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref19
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref19
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref19
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref19
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref19
http://dx.doi.org/10.1152/ajpheart.01291.2007
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref21
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref21
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref21
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref21
http://dx.doi.org/10.1371/journal.pgen.1004695
http://dx.doi.org/10.1016/j.cub.2006.04.026
http://dx.doi.org/10.1073/pnas.1217632110
http://dx.doi.org/10.1126/science.1226339
http://dx.doi.org/10.1073/pnas.1118726109
http://dx.doi.org/10.1073/pnas.1118726109
http://dx.doi.org/10.1016/j.molmet.2013.10.005
http://dx.doi.org/10.1002/mnfr.201400571
http://dx.doi.org/10.1073/pnas.1402663111
http://dx.doi.org/10.1073/pnas.1402663111
http://dx.doi.org/10.1073/pnas.1114410109
http://dx.doi.org/10.1073/pnas.1114410109
http://dx.doi.org/10.1016/j.cell.2006.06.050
http://dx.doi.org/10.1146/annurev-neuro-060909-153128
http://dx.doi.org/10.1146/annurev-physiol-021909-135919
http://dx.doi.org/10.1146/annurev-physiol-021909-135919
http://dx.doi.org/10.1038/nrn3086
http://dx.doi.org/10.1038/nrn3086
http://dx.doi.org/10.1016/j.neuron.2005.11.001
http://dx.doi.org/10.1016/j.neuron.2005.11.001
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref36
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref36
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref36
http://dx.doi.org/10.1146/annurev-physiol-021909-135919
http://dx.doi.org/10.1016/j.tcb.2013.07.002
http://dx.doi.org/10.1016/j.tcb.2013.07.002
http://dx.doi.org/10.1038/nn1884
http://dx.doi.org/10.1016/j.cub.2007.05.067
http://dx.doi.org/10.1016/j.cub.2007.05.067
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref41
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref41
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref41
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref41
http://dx.doi.org/10.1016/j.cell.2008.08.022
http://dx.doi.org/10.1128/MCB.25.7.2795-2807.2005
http://dx.doi.org/10.1126/science.1172156
http://dx.doi.org/10.1128/MCB.01047-09
http://dx.doi.org/10.1126/science.1141194
http://dx.doi.org/10.1126/science.1141194
http://dx.doi.org/10.1016/j.cell.2013.01.055
http://dx.doi.org/10.1038/nature11964
http://dx.doi.org/10.1038/nature11964
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

Review

[49]

[50]

[51]

[52]

(53]

[54]

[53]

[56]

[57]

(58]

[59]

[60]

[61]

[62]

[63]

[64]

146

Siepka, S.M., Yoo, S.-H., Park, J., Song, W., Kumar, V., Hu, Y., et al., 2007.
Circadian mutant overtime reveals F-box protein FBXL3 regulation of cryp-
tochrome and period gene expression. Cell 129(5):1011—1023. htip.//
dx.doi.org/10.1016/j.cell.2007.04.030.

Bailey, S.M., Udoh, U.S., Young, M.E., 2014. Circadian regulation of meta-
bolism. The Journal of Endocrinology 222(2):R75—R96. http://dx.doi.org/

[65]

Sciences of the United States of America 105(39):15172—15177. http:/
dx.doi.org/10.1073/pnas.0806717105.

Marcheva, B., Ramsey, K.M., Buhr, E.D., Kobayashi, Y., Su, H., Ko, C.H.,
et al., 2010. Disruption of the clock components CLOCK and BMAL1 leads to
hypoinsulinaemia and diabetes. Nature 466(7306):627—631. hitp:/
dx.doi.org/10.1038/nature09253.

10.1530/J0E-14-0200.

Paschos, G.K., FitzGerald, G.A., 2010. Circadian clocks and vascular function.
Circulation Research 106(5):833—841. http://dx.doi.org/10.1161/
CIRCRESAHA.109.211706.

Yoshitane, H., Ozaki, H., Terajima, H., Du, N.-H., Suzuki, Y., Fujimori, T.,
et al., 2014. CLOCK-controlled polyphonic regulation of circadian rhythms
through canonical and noncanonical E-boxes. Molecular and Cellular Biology
34(10):1776—1787. http://dx.doi.org/10.1128/MCB.01465-13.

Mitsui, S., Yamaguchi, S., Matsuo, T., Ishida, Y., Okamura, H., 2001.
Antagonistic role of E4BP4 and PAR proteins in the circadian oscillatory
mechanism. Genes & Development 15(8):995—1006. http://dx.doi.org/
10.1101/gad.873501.

Canaple, L., Rambaud, J., Dkhissi-Benyahya, 0., Rayet, B., Tan, N.S.,
Michalik, L., et al., 2006. Reciprocal regulation of brain and muscle Arnt-like
protein 1 and peroxisome proliferator-activated receptor alpha defines a
novel positive feedback loop in the rodent liver circadian clock. Molecular
Endocrinology (Baltimore, Md.) 20(8):1715—1727. http://dx.doi.org/10.1210/
me.2006-0052.

Nakahata, Y., Kaluzova, M., Grimaldi, B., Sahar, S., Hirayama, J., Chen, D.,
et al.,, 2008. The NAD+-dependent deacetylase SIRT1 modulates CLOCK-
mediated chromatin remodeling and circadian control. Cell 134(2):329—
340. http://dx.doi.org/10.1016/j.cell.2008.07.002.

Asher, G., Gatfield, D., Stratmann, M., Reinke, H., Dibner, C., Kreppel, F.,
et al., 2008. SIRT1 regulates circadian clock gene expression through PER2
deacetylation. Cell 134(2):317—328. http://dx.doi.org/10.1016/

[66]

[67]

[68]

[69]

[70]

[71]

Turek, F.W., Joshu, C., Kohsaka, A., Lin, E., lvanova, G., McDearmon, E.,
et al., 2005. Obesity and metabolic syndrome in circadian Clock mutant mice.
Science (New York, N.Y.) 308(5724):1043—1045. http://dx.doi.org/10.1126/
Zuber, AM., Centeno, G., Pradervand, S., Nikolaeva, S., Maquelin, L.,
Cardinaux, L., et al., 2009. Molecular clock is involved in predictive circadian
adjustment of renal function. Proceedings of the National Academy of Sci-
ences of the United States of America 106(38):16523—16528. hitp:/
dx.doi.org/10.1073/pnas.0904890106.

Grimaldi, B., Bellet, M.M., Katada, S., Astarita, G., Hirayama, J., Amin, R.H.,
et al., 2010. PER2 controls lipid metabolism by direct regulation of PPARY.
Cell Metabolism 12(5):509—520 http://dx.doi.org/10.1016/
j.cmet.2010.10.005.

Etchegaray, J.-P., Machida, K.K., Noton, E., Constance, C.M., Dallmann, R.,
Di Napoli, M.N., et al., 2009. Casein kinase 1 delta regulates the pace of the
mammalian circadian clock. Molecular and Cellular Biology 29(14):3853—
3866. http://dx.doi.org/10.1128/MCB.00338-09.

Duez, H., van der Veen, J.N., Duhem, C., Pourcet, B., Touvier, T,
Fontaine, C., et al., 2008. Regulation of bile acid synthesis by the nuclear
receptor Rev-erbalpha. Gastroenterology 135(2):689—698. htip://dx.doi.org/
10.1053/j.gastro.2008.05.035.

Dudley, C.A., Erbel-Sieler, C., Estill, S.J., Reick, M., Franken, P., Pitts, S.,
et al., 2003. Altered patterns of sleep and behavioral adaptability in NPAS2-
deficient mice. Science (New York, N.Y.) 301(5631):379—383. hitp://
dx.doi.org/10.1126/science.1082795.

j.cell.2008.06.050.

Magni, G., Amici, A., Emanuelli, M., Raffaelli, N., Ruggieri, S., 1999. Enzy-
mology of NAD+ synthesis. Advances in Enzymology and Related Areas of
Molecular Biology 73:135—182 xi.

Nakahata, Y., Sahar, S., Astarita, G., Kaluzova, M., Sassone-Corsi, P., 2009.
Circadian control of the NAD+ salvage pathway by CLOCK-SIRT1. Science
(New  York, N.Y.) 324(5927):654—657. htip://dx.doi.org/10.1126/
science.1170803.

Ramsey, K.M., Yoshino, J., Brace, C.S., Abrassart, D., Kobayashi, Y.,
Marcheva, B., et al., 2009. Circadian clock feedback cycle through NAMPT-
mediated NAD+ biosynthesis. Science (New York, N.Y.) 324(5927):651—
654. http://dx.doi.org/10.1126/science.1171641.

Honma, S., Kawamoto, T., Takagi, Y., Fujimoto, K., Sato, F., Noshiro, M.,
et al., 2002. Dec1 and Dec2 are regulators of the mammalian molecular
clock. Nature 419(6909):841—844. http://dx.doi.org/10.1038/nature01123.
Ozaki, N., Noshiro, M., Kawamoto, T., Nakashima, A., Honda, K., Fukuzaki-
Dohi, U., et al., 2012. Regulation of basic helix-loop-helix transcription factors
Dec1 and Dec2 by RORa. and their roles in adipogenesis. Genes to Cells:
Devoted to Molecular & Cellular Mechanisms 17(2):109—121. htip.//
dx.doi.org/10.1111/j.1365-2443.2011.01574 x.

Dufour, C.R., Levasseur, M.-P., Pham, N.H.H., Eichner, L.J., Wilson, B.J.,
Charest-Marcotte, A., et al., 2011. Genomic convergence among ERRa.,
PROX1, and BMAL1 in the control of metabolic clock outputs. PLoS Genetics
7(6):1002143. http://dx.doi.org/10.1371/journal.pgen.1002143.

Kondratov, R.V., Kondratova, A.A., Gorbacheva, V.Y., Vykhovanets, 0.V.,
Antoch, M.P., 2006. Early aging and age-related pathologies in mice deficient
in BMAL1, the core component of the circadian clock. Genes & Development
20(14):1868—1873. http:/dx.doi.org/10.1101/gad.1432206.

Lamia, K.A., Storch, K.-F., Weitz, C.J., 2008. Physiological significance of a
peripheral tissue circadian clock. Proceedings of the National Academy of

[72]

[73]

[74]

[79]

[76]

[77]

[78]

[79]

[80]

Dubrovsky, Y.V., Samsa, W.E., Kondratov, R.V., 2010. Deficiency of circadian
protein CLOCK reduces lifespan and increases age-related cataract devel-
opment in mice. Aging 2(12):936—944.

Costa, R., Speretta, E., Crowther, D.C., Cardoso, I., 2011. Testing the ther-
apeutic potential of doxycycline in a Drosophila melanogaster model of
Alzheimer disease. The Journal of Biological Chemistry 286(48):41647—
41655. http://dx.doi.org/10.1074/jbc.M111.274548.

Cho, H., Zhao, X., Hatori, M., Yu, R.T., Barish, G.D., Lam, M.T., et al., 2012.
Regulation of circadian behaviour and metabolism by REV-ERB-o and REV-
ERB-P. Nature 485(7396):123—127 http://dx.doi.org/10.1038/nature11048.
Cermakian, N., Monaco, L., Pando, M.P., Dierich, A., Sassone-Corsi, P.,
2001. Altered behavioral rhythms and clock gene expression in mice with a
targeted mutation in the Period1 gene. The EMBO Journal 20(15):3967—
3974. http://dx.doi.org/10.1093/emboj/20.15.3967.

Bae, K., Weaver, D.R., 2003. Light-induced phase shifts in mice lacking
mPER1 or mPER2. Journal of Biological Rhythms 18(2):123—133.

Albrecht, U., Zheng, B., Larkin, D., Sun, Z.S., Lee, C.C., 2001. MPer1 and
mper2 are essential for normal resetting of the circadian clock. Journal of
Biological Rhythms 16(2):100—104.

Vitaterna, M.H., King, D.P., Chang, A.M., Kornhauser, J.M., Lowrey, P.L.,
McDonald, J.D., et al., 1994. Mutagenesis and mapping of a mouse gene, Clock,
essential for circadian behavior. Science (New York, N.Y.) 264(5159):719—725.
Sadacca, L.A., Lamia, K.A., deLemos, A.S., Blum, B., Weitz, C.J., 2011. An
intrinsic circadian clock of the pancreas is required for normal insulin release
and glucose homeostasis in mice. Diabetologia 54(1):120—124. http:/
dx.doi.org/10.1007/s00125-010-1920-8.

Kudo, T., Tamagawa, T., Kawashima, M., Mito, N., Shibata, S., 2007.
Attenuating effect of clock mutation on triglyceride contents in the ICR mouse
liver under a high-fat diet. Journal of Biological Rhythms 22(4):312—323.
http://dx.doi.org/10.1177/0748730407302625.

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

www.molecularmetabolism.com


http://dx.doi.org/10.1016/j.cell.2007.04.030
http://dx.doi.org/10.1016/j.cell.2007.04.030
http://dx.doi.org/10.1530/JOE-14-0200
http://dx.doi.org/10.1530/JOE-14-0200
http://dx.doi.org/10.1161/CIRCRESAHA.109.211706
http://dx.doi.org/10.1161/CIRCRESAHA.109.211706
http://dx.doi.org/10.1128/MCB.01465-13
http://dx.doi.org/10.1101/gad.873501
http://dx.doi.org/10.1101/gad.873501
http://dx.doi.org/10.1210/me.2006-0052
http://dx.doi.org/10.1210/me.2006-0052
http://dx.doi.org/10.1016/j.cell.2008.07.002
http://dx.doi.org/10.1016/j.cell.2008.06.050
http://dx.doi.org/10.1016/j.cell.2008.06.050
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref57
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref57
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref57
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref57
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref57
http://dx.doi.org/10.1126/science.1170803
http://dx.doi.org/10.1126/science.1170803
http://dx.doi.org/10.1126/science.1171641
http://dx.doi.org/10.1038/nature01123
http://dx.doi.org/10.1111/j.1365-2443.2011.01574.x
http://dx.doi.org/10.1111/j.1365-2443.2011.01574.x
http://dx.doi.org/10.1371/journal.pgen.1002143
http://dx.doi.org/10.1101/gad.1432206
http://dx.doi.org/10.1073/pnas.0806717105
http://dx.doi.org/10.1073/pnas.0806717105
http://dx.doi.org/10.1038/nature09253
http://dx.doi.org/10.1038/nature09253
http://dx.doi.org/10.1126/science.1108750
http://dx.doi.org/10.1126/science.1108750
http://dx.doi.org/10.1073/pnas.0904890106
http://dx.doi.org/10.1073/pnas.0904890106
http://dx.doi.org/10.1016/j.cmet.2010.10.005
http://dx.doi.org/10.1016/j.cmet.2010.10.005
http://dx.doi.org/10.1128/MCB.00338-09
http://dx.doi.org/10.1053/j.gastro.2008.05.035
http://dx.doi.org/10.1053/j.gastro.2008.05.035
http://dx.doi.org/10.1126/science.1082795
http://dx.doi.org/10.1126/science.1082795
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref72
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref72
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref72
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref72
http://dx.doi.org/10.1074/jbc.M111.274548
http://dx.doi.org/10.1038/nature11048
http://dx.doi.org/10.1093/emboj/20.15.3967
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref76
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref76
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref76
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref77
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref77
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref77
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref77
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref78
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref78
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref78
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref78
http://dx.doi.org/10.1007/s00125-010-1920-8
http://dx.doi.org/10.1007/s00125-010-1920-8
http://dx.doi.org/10.1177/0748730407302625
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

[81] Dallmann, R., DeBruyne, J.P., Weaver, D.R., 2011. Photic resetting and
entrainment in CLOCK-deficient mice. Journal of Biological Rhythms 26(5):
390—401. http://dx.doi.org/10.1177/0748730411414345.

[82] Doi, M., Takahashi, Y., Komatsu, R., Yamazaki, F., Yamada, H., Haraguchi, S.,
et al., 2010. Salt-sensitive hypertension in circadian clock-deficient Cry-null
mice involves dysregulated adrenal Hsd3b6. Nature Medicine 16(1):67—74.
http://dx.doi.org/10.1038/nm.2061.

[83] Zheng, B., Larkin, D.W., Albrecht, U., Sun, Z.S., Sage, M., Eichele, G., et al.,
1999. The mPer2 gene encodes a functional component of the mammalian
circadian clock. Nature 400(6740):169—173. http://dx.doi.org/10.1038/22118.

[84] Van der Horst, G.T., Muijtiens, M., Kobayashi, K., Takano, R., Kanno, S.,
Takao, M., et al., 1999. Mammalian Cry1 and Cry2 are essential for main-
tenance of circadian rhythms. Nature 398(6728):627—630. http://dx.doi.org/
10.1038/19323.

[85] Shearman, L.P., Jin, X., Lee, C., Reppert, S.M., Weaver, D.R., 2000. Targeted
disruption of the mPer3 gene: subtle effects on circadian clock function.
Molecular and Cellular Biology 20(17):6269—6275.

[86] Ralph, M.R., Menaker, M., 1988. A mutation of the circadian system in
golden hamsters. Science (New York, N.Y.) 241(4870):1225—1227.

[87] Preitner, N., Damiola, F., Lopez-Molina, L., Zakany, J., Duboule, D.,
Albrecht, U., et al., 2002. The orphan nuclear receptor REV-ERBalpha controls
circadian transcription within the positive limb of the mammalian circadian
oscillator. Cell 110(2):251—260.

[88] Okano, S., Akashi, M., Hayasaka, K., Nakajima, 0., 2009. Unusual circadian
locomotor activity and pathophysiology in mutant CRY1 transgenic mice.
Neuroscience  Letters ~ 451(3):246—251. http://dx.doi.org/10.1016/
j.neulet.2009.01.014.

[89] Lowrey, P.L., Shimomura, K., Antoch, M.P., Yamazaki, S., Zemenides, P.D.,
Ralph, M.R., et al., 2000. Positional syntenic cloning and functional char-
acterization of the mammalian circadian mutation tau. Science (New York,
N.Y.) 288(5465):483—492.

[90] Le Martelot, G., Claudel, T., Gatfield, D., Schaad, 0., Kornmann, B., Lo
Sasso, G., et al., 2009. REV-ERBalpha participates in circadian SREBP
signaling and bile acid homeostasis. PLoS Biology 7(9):e1000181. hitp://
dx.doi.org/10.1371/journal.pbio.1000181.

[91] Hamilton, B.A., Frankel, W.N., Kerrebrock, A.W., Hawkins, T.L., FitzHugh, W.,
Kusumi, K., et al., 1996. Disruption of the nuclear hormone receptor ROR-
alpha in staggerer mice. Nature 379(6567):736—739. hitp://dx.doi.org/
10.1038/379736a0.

[92] Green, C.B., Douris, N., Kojima, S., Strayer, C.A., Fogerty, J., Lourim, D.,
et al., 2007. Loss of Nocturnin, a circadian deadenylase, confers resistance
to hepatic steatosis and diet-induced obesity. Proceedings of the National
Academy of Sciences of the United States of America 104(23):9888—9893.
http://dx.doi.org/10.1073/pnas.0702448104.

[93] Marcheva, B., Ramsey, K.M., Affinati, A., Bass, J., 2009. Clock genes and
metabolic disease. Journal of Applied Physiology (Bethesda, Md.: 1985)
107(5):1638—1646. http://dx.doi.org/10.1152/japplphysiol.00698.2009.

[94] Sukumaran, S., Almon, R.R., DuBois, D.C., Jusko, W.J., 2010. Circadian
rhythms in gene expression: relationship to physiology, disease, drug
disposition and drug action. Advanced Drug Delivery Reviews 62(9—10):
904—917. http://dx.doi.org/10.1016/j.addr.2010.05.009.

[95] Zhang, Y., Fang, B., Emmett, M.J., Damle, M., Sun, Z., Feng, D., et al., 2015.
Discrete functions of nuclear receptor Rev-erbo couple metabolism to the
clock. Science (New York, N.Y.) 348(6242):1488—1492. http://dx.doi.org/
10.1126/science.aab3021.

[96] Gibbs, J., Ince, L., Matthews, L., Mei, J., Bell, T., Yang, N., et al., 2014. An
epithelial circadian clock controls pulmonary inflammation and glucocorticoid
action. Nature Medicine 20(8):919—926. http://dx.doi.org/10.1038/nm.3599.

[97] Eckel-Mahan, K., Sassone-Corsi, P., 2013. Metabolism and the circadian
clock converge. Physiological Reviews 93(1):107—135. http://dx.doi.org/
10.1152/physrev.00016.2012.

I

MOLECULAR
METABOLISM

[98] Jacobi, D., Liu, S., Burkewitz, K., Kory, N., Knudsen, N.H., Alexander, R.K.,
et al., 2015. Hepatic Bmal1 regulates rhythmic mitochondrial dynamics and
promotes metabolic fitness. Cell Metabolism 22(4):709—720. hitp://
dx.doi.org/10.1016/j.cmet.2015.08.006.

[99] Feng, D., Lazar, M.A., 2012. Clocks, metabolism, and the epigenome. Mo-
lecular Cell 47(2):158—167. http://dx.doi.org/10.1016/j.molcel.2012.06.026.

[100] Gilardi, F., Migliavacca, E., Naldi, A., Baruchet, M., Canella, D., Le Martelot, G.,
et al., 2014. Genome-wide analysis of SREBP1 activity around the clock reveals
its combined dependency on nutrient and circadian signals. PLoS Genetics
10(3):61004155. http://dx.doi.org/10.1371/journal.pgen.1004155.

[101] Gooley, J.J., Chua, E.C.-P., 2014. Diurnal regulation of lipid metabolism and
applications of circadian lipidomics. Journal of Genetics and Genomics = Yi
Chuan Xue Bao 41(5):231—250. http://dx.doi.org/10.1016/.jgg.2014.04.001.

[102] Fonken, L.K., Workman, J.L., Walton, J.C., Weil, Z.M., Morris, J.S., Haim, A.,
et al., 2010. Light at night increases body mass by shifting the time of food
intake. Proceedings of the National Academy of Sciences of the United States
of America 107(43):18664—18669. http://dx.doi.org/10.1073/
pnas.1008734107.

[103] Salgado-Delgado, R., Angeles-Castellanos, M., Saderi, N., Buijs, R.M.,
Escobar, C., 2010. Food intake during the normal activity phase prevents
obesity and circadian desynchrony in a rat model of night work. Endocri-
nology 151(3):1019—1029. http://dx.doi.org/10.1210/en.2009-0864.

[104] Gallant, A.R., Lundgren, J., Drapeau, V., 2012. The night-eating syndrome
and obesity. Obesity Reviews: An Official Journal of the International Asso-
ciation for the Study of Obesity 13(6):528—536. http://dx.doi.org/10.1111/
j.1467-789X.2011.00975.X.

[105] Mauvoisin, D., Dayon, L., Gachon, F., Kussmann, M., 2015. Proteomics and
circadian rhythms: it’s all about signaling! Proteomics 15(2—3):310—317.
http://dx.doi.org/10.1002/pmic.201400187.

[106] Hirayama, J., Sahar, S., Grimaldi, B., Tamaru, T., Takamatsu, K.,
Nakahata, Y., et al., 2007. CLOCK-mediated acetylation of BMAL1 controls
circadian function. Nature 450(7172):1086—1090. http://dx.doi.org/10.1038/
nature06394.

[107] Belden, W.J., Lewis, Z.A., Selker, E.U., Loros, J.J., Dunlap, J.C., 2011. CHD1
remodels chromatin and influences transient DNA methylation at the clock
gene frequency. PLoS Genetics 7(7):e1002166. http:/dx.doi.org/10.1371/
journal.pgen.1002166.

[108] Robles, M.S., Boyault, C., Knutti, D., Padmanabhan, K., Weitz, C.J., 2010.
Identification of RACK1 and protein kinase Calpha as integral components of
the mammalian circadian clock. Science (New York, N.Y.) 327(5964):463—
466. http://dx.doi.org/10.1126/science.1180067.

[109] Sahar, S., Zocchi, L., Kinoshita, C., Borrelli, E., Sassone-Corsi, P., 2010.
Regulation of BMAL1 protein stability and circadian function by GSK3beta-
mediated phosphorylation. PLoS One 5(1):e8561. http://dx.doi.org/10.1371/
journal.pone.0008561.

[110] Besing, R.C., Paul, J.R., Hablitz, L.M., Rogers, C.0., Johnson, R.L.,
Young, M.E., et al., 2015. Circadian rhythmicity of active GSK3 isoforms
modulates molecular clock gene rhythms in the suprachiasmatic nucleus.
Journal of Biological Rhythms 30(2):155—160. http://dx.doi.org/10.1177/
0748730415573167.

[111] Harada, Y., Sakai, M., Kurabayashi, N., Hirota, T., Fukada, Y., 2005. Ser-557-
phosphorylated mCRY2 is degraded upon synergistic phosphorylation by
glycogen synthase kinase-3 beta. The Journal of Biological Chemistry
280(36):31714—31721. http://dx.doi.org/10.1074/jbc.M506225200.

[112] litaka, C., Miyazaki, K., Akaike, T., Ishida, N., 2005. A role for glycogen
synthase kinase-3beta in the mammalian circadian clock. The Journal of
Biological Chemistry 280(33):29397—29402. http://dx.doi.org/10.1074/
jbc.M503526200.

[113] Yin, L., 2006. Nuclear receptor Rev-erb is a critical lithium-sensitive
component of the circadian clock. Science 311(5763):1002—1005. htip://
dx.doi.org/10.1126/science.1121613.

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/). 147

www.molecularmetabolism.com


http://dx.doi.org/10.1177/0748730411414345
http://dx.doi.org/10.1038/nm.2061
http://dx.doi.org/10.1038/22118
http://dx.doi.org/10.1038/19323
http://dx.doi.org/10.1038/19323
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref85
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref85
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref85
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref85
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref86
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref86
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref86
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref87
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref87
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref87
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref87
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref87
http://dx.doi.org/10.1016/j.neulet.2009.01.014
http://dx.doi.org/10.1016/j.neulet.2009.01.014
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref89
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref89
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref89
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref89
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref89
http://dx.doi.org/10.1371/journal.pbio.1000181
http://dx.doi.org/10.1371/journal.pbio.1000181
http://dx.doi.org/10.1038/379736a0
http://dx.doi.org/10.1038/379736a0
http://dx.doi.org/10.1073/pnas.0702448104
http://dx.doi.org/10.1152/japplphysiol.00698.2009
http://dx.doi.org/10.1016/j.addr.2010.05.009
http://dx.doi.org/10.1126/science.aab3021
http://dx.doi.org/10.1126/science.aab3021
http://dx.doi.org/10.1038/nm.3599
http://dx.doi.org/10.1152/physrev.00016.2012
http://dx.doi.org/10.1152/physrev.00016.2012
http://dx.doi.org/10.1016/j.cmet.2015.08.006
http://dx.doi.org/10.1016/j.cmet.2015.08.006
http://dx.doi.org/10.1016/j.molcel.2012.06.026
http://dx.doi.org/10.1371/journal.pgen.1004155
http://dx.doi.org/10.1016/j.jgg.2014.04.001
http://dx.doi.org/10.1073/pnas.1008734107
http://dx.doi.org/10.1073/pnas.1008734107
http://dx.doi.org/10.1210/en.2009-0864
http://dx.doi.org/10.1111/j.1467-789X.2011.00975.x
http://dx.doi.org/10.1111/j.1467-789X.2011.00975.x
http://dx.doi.org/10.1002/pmic.201400187
http://dx.doi.org/10.1038/nature06394
http://dx.doi.org/10.1038/nature06394
http://dx.doi.org/10.1371/journal.pgen.1002166
http://dx.doi.org/10.1371/journal.pgen.1002166
http://dx.doi.org/10.1126/science.1180067
http://dx.doi.org/10.1371/journal.pone.0008561
http://dx.doi.org/10.1371/journal.pone.0008561
http://dx.doi.org/10.1177/0748730415573167
http://dx.doi.org/10.1177/0748730415573167
http://dx.doi.org/10.1074/jbc.M506225200
http://dx.doi.org/10.1074/jbc.M503526200
http://dx.doi.org/10.1074/jbc.M503526200
http://dx.doi.org/10.1126/science.1121613
http://dx.doi.org/10.1126/science.1121613
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

Review

[114] Spengler, M.L., Kuropatwinski, K.K., Schumer, M., Antoch, M.P., 2009.

A serine cluster mediates BMAL1-dependent CLOCK phosphorylation and
degradation. Cell Cycle (Georgetown, Tex.) 8(24):4138—4146.

Hirota, T., Lewis, W.G., Liu, A.C., Lee, J.W., Schultz, P.G., Kay, S.A., 2008.
A chemical biology approach reveals period shortening of the mammalian
circadian clock by specific inhibition of GSK-3beta. Proceedings of the Na-
tional Academy of Sciences of the United States of America 105(52):20746—
20751. http://dx.doi.org/10.1073/pnas.0811410106.

Zhang, L.Q., Heruth, D.P., Ye, S.Q., 2011. Nicotinamide phosphoribosyl-
transferase in human diseases. Journal of Bioanalysis & Biomedicine 3:13—
25. http://dx.doi.org/10.4172/1948-593X.1000038.

Cardone, L., Hirayama, J., Giordano, F., Tamaru, T., Palvimo, J.J., Sassone-
Corsi, P., 2005. Circadian clock control by SUMOylation of BMAL1. Science
(New York, N.Y.) 309(5739):1390—1394. hitp://dx.doi.org/10.1126/

[130] Von Meyenn, F., Porstmann, T., Gasser, E., Selevsek, N., Schmidt, A.,

Aebersold, R., et al., 2013. Glucagon-induced acetylation of Foxa2 regulates
hepatic lipid metabolism. Cell Metabolism 17(3):436—447. htip://dx.doi.org/
10.1016/j.cmet.2013.01.014.

Newman, J.C., Verdin, E., 2014. Ketone bodies as signaling metabolites.
Trends in Endocrinology and Metabolism: TEM 25(1).42—52. hitp://
dx.doi.org/10.1016/j.tem.2013.09.002.

Mitchell, S., Ellingson, C., Coyne, T., Hall, L., Neill, M., Christian, N., et al.,
2009. Genetic variation in the urea cycle: a model resource for investigating
key candidate genes for common diseases. Human Mutation 30(1):56—60.
http://dx.doi.org/10.1002/humu.20813.

Chiang, J.Y.L., 2009. Bile acids: regulation of synthesis. Journal of Lipid
Research ~ 50(10):1955—1966.  http://dx.doi.org/10.1194/jir.R900010-
JLR200.

science.1110689.

Lipton, J.0., Yuan, E.D., Boyle, L.M., Ebrahimi-Fakhari, D., Kwiatkowski, E.,
Nathan, A., et al., 2015. The circadian protein BMAL1 regulates translation in
response to S6K1-mediated phosphorylation. Cell 161(5):1138—1151. htip://
dx.doi.org/10.1016/j.cell.2015.04.002.

Kaasik, K., Kivimée, S., Allen, J.J., Chalkley, R.J., Huang, Y., Baer, K., et al.,
2013. Glucose sensor 0-GlcNAcylation coordinates with phosphorylation to
regulate circadian clock. Cell Metabolism 17(2):291—302. http://dx.doi.org/
10.1016/j.cmet.2012.12.017.

Li, M.-D., Ruan, H.-B., Hughes, M.E., Lee, J.-S., Singh, J.P., Jones, S.P.,
et al., 2013. 0-GIcNAc signaling entrains the circadian clock by inhibiting
BMAL1/CLOCK  ubiquitination. Cell Metabolism 17(2):303—310. htip:/
dx.doi.org/10.1016/j.cmet.2012.12.015.

Masri, S., Rigor, P., Cervantes, M., Ceglia, N., Sebastian, C., Xiao, C., et al.,
2014. Partitioning circadian transcription by SIRT6 leads to segregated
control of cellular metabolism. Cell 158(3):659—672. http://dx.doi.org/
10.1016/j.cell.2014.06.050.

Kawai, M., Rosen, C.J., 2010. PPARYy: a circadian transcription factor in
adipogenesis and osteogenesis. Nature Reviews. Endocrinology 6(11):629—
636. http://dx.doi.org/10.1038/nrendo.2010.155.

Caton, P.W., Nayuni, N.K., Kieswich, J., Khan, N.Q., Yagoob, M.M.,
Corder, R., 2010. Metformin suppresses hepatic gluconeogenesis through
induction of SIRT1 and GCN5. The Journal of Endocrinology 205(1):97—106.
http://dx.doi.org/10.1677/JOE-09-0345.

Wei, D., Tao, R., Zhang, Y., White, M.F., Dong, X.C., 2011. Feedback
regulation of hepatic gluconeogenesis through modulation of SHP/NrOb2
gene expression by Sirt1 and FoxO1. American Journal of Physiology.
Endocrinology and Metabolism 300(2):E312—E320. http://dx.doi.org/
10.1152/ajpendo.00524.2010.

Barthel, A., Schmoll, D., Unterman, T.G., 2005. FoxO proteins in insulin action
and metabolism. Trends in Endocrinology and Metabolism: TEM 16(4):183—
189. http://dx.doi.org/10.1016/j.tem.2005.03.010.

Yang, Y., Li, W., Liu, Y., Li, Y., Gao, L., Zhao, J., 2014. Alpha-lipoic acid
attenuates insulin resistance and improves glucose metabolism in high fat
diet-fed mice. Acta Pharmacologica Sinica 35(10):1285—1292. hitp://
dx.doi.org/10.1038/aps.2014.64.

Zurkinden, L., Solca, C., Vogeli, I.A., Vogt, B., Ackermann, D., Erickson, S.K.,
et al., 2014. Effect of Cyp27A1 gene dosage on atherosclerosis development
in ApoE-knockout mice. FASEB Journal: Official Publication of the Federation
of American Societies for Experimental Biology 28(3):1198—1209. hitp://
dx.doi.org/10.1096/fj.13-233791.

DiMarco, D.M., Fernandez, M.L., 2015. The regulation of reverse cholesterol
transport and cellular cholesterol homeostasis by microRNAs. Biology 4(3):
494—511. http://dx.doi.org/10.3390/biology4030494.

Li, L., Pilo, G.M,, Li, X., Cigliano, A., Latte, G., Che, L., et al., 2015. Inacti-
vation of fatty acid synthase impairs hepatocarcinogenesis driven by AKT in
mice and humans. Journal of Hepatology 64(2):333—341.

Chiang, J.Y.L., 2004. Regulation of bile acid synthesis: pathways, nuclear
receptors, and mechanisms. Journal of Hepatology 40(3):539—551. http://
dx.doi.org/10.1016/j.jhep.2003.11.006.

Willson, T.M., Kliewer, S.A., 2002. PXR, CAR and drug metabolism. Nature
Reviews. Drug Discovery 1(4):259—266. http://dx.doi.org/10.1038/nrd753.
Sena, S., Hu, P, Zhang, D., Wang, X., Wayment, B., Olsen, C., et al., 2009.
Impaired insulin signaling accelerates cardiac mitochondrial dysfunction after
myocardial infarction. Journal of Molecular and Cellular Cardiology 46(6):
910—918. http://dx.doi.org/10.1016/j.yjmcc.2009.02.014.

Stobbe, M.D., Houten, S.M., van Kampen, A.H.C., Wanders, R.J.A.,
Moerland, P.D., 2012. Improving the description of metabolic networks: the
TCA cycle as example. FASEB Journal: Official Publication of the Federation of
American Societies for Experimental Biology 26(9):3625—3636. http:/
dx.doi.org/10.1096/fj.11-203091.

Bruce, C.R., Hoy, A.J., Turner, N., Watt, M.J., Allen, T.L., Carpenter, K., et al.,
2009. Overexpression of carnitine palmitoyltransferase-1 in skeletal muscle
is sufficient to enhance fatty acid oxidation and improve high-fat diet-induced
insulin resistance. Diabetes 58(3):550—558. http://dx.doi.org/10.2337/db08-
1078.

Nikoli¢, N., Rhedin, M., Rustan, A.C., Storlien, L., Thoresen, G.H.,
Stromstedt, M., 2012. Overexpression of PGC-1a. increases fatty acid
oxidative capacity of human skeletal muscle cells. Biochemistry Research
International 2012:714074. http://dx.doi.org/10.1155/2012/714074.
Nikolaeva, S., Pradervand, S., Centeno, G., Zavadova, V., Tokonami, N.,
Maillard, M., et al., 2012. The circadian clock modulates renal sodium
handling. Journal of the American Society of Nephrology: JASN 23(6):1019—
1026. http://dx.doi.org/10.1681/ASN.2011080842.

Lafontan, M., 2008. Advances in adipose tissue metabolism. International
Journal of Obesity (2005) 32(Suppl. 7):S39—S51. http://dx.doi.org/10.1038/
ij0.2008.237.

Boutant, M., Cantd, C., 2014. SIRT1 metabolic actions: integrating recent
advances from mouse models. Molecular Metabolism 3(1):5—18. hitp://
dx.doi.org/10.1016/j.molmet.2013.10.006.

Li, X., 2013. SIRT1 and energy metabolism. Acta Biochimica et Biophysica
Sinica 45(1):51—60. http://dx.doi.org/10.1093/abbs/gms108.

Nie, Y., Erion, D.M., Yuan, Z., Dietrich, M., Shulman, G.I., Horvath, T.L., et al.,
2009. STAT3 inhibition of gluconeogenesis is downregulated by SirT1. Nature
Cell Biology 11(4):492—500. http://dx.doi.org/10.1038/nch1857.

Feldman, J.L., Baeza, J., Denu, J.M., 2013. Activation of the protein
deacetylase SIRT6 by long-chain fatty acids and widespread deacylation by
mammalian sirtuins. The Journal of Biological Chemistry 288(43):31350—
31356. http://dx.doi.org/10.1074/jbc.C113.511261.

Peek, C.B., Affinati, A.H., Ramsey, K.M., Kuo, H.-Y., Yu, W., Sena, L.A,, et al.,
2013. Circadian clock NAD+ cycle drives mitochondrial oxidative metabolism
in mice. Science (New York, N.Y.) 342(6158):1243417. htip://dx.doi.org/
10.1126/science.1243417.

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

www.molecularmetabolism.com


http://refhub.elsevier.com/S2212-8778(15)00236-7/sref114
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref114
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref114
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref114
http://dx.doi.org/10.1073/pnas.0811410106
http://dx.doi.org/10.4172/1948-593X.1000038
http://dx.doi.org/10.1126/science.1110689
http://dx.doi.org/10.1126/science.1110689
http://dx.doi.org/10.1016/j.cell.2015.04.002
http://dx.doi.org/10.1016/j.cell.2015.04.002
http://dx.doi.org/10.1016/j.cmet.2012.12.017
http://dx.doi.org/10.1016/j.cmet.2012.12.017
http://dx.doi.org/10.1016/j.cmet.2012.12.015
http://dx.doi.org/10.1016/j.cmet.2012.12.015
http://dx.doi.org/10.1016/j.cell.2014.06.050
http://dx.doi.org/10.1016/j.cell.2014.06.050
http://dx.doi.org/10.1038/nrendo.2010.155
http://dx.doi.org/10.1677/JOE-09-0345
http://dx.doi.org/10.1152/ajpendo.00524.2010
http://dx.doi.org/10.1152/ajpendo.00524.2010
http://dx.doi.org/10.1016/j.tem.2005.03.010
http://dx.doi.org/10.1038/aps.2014.64
http://dx.doi.org/10.1038/aps.2014.64
http://dx.doi.org/10.1096/fj.13-233791
http://dx.doi.org/10.1096/fj.13-233791
http://dx.doi.org/10.3390/biology4030494
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref129
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref129
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref129
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref129
http://dx.doi.org/10.1016/j.cmet.2013.01.014
http://dx.doi.org/10.1016/j.cmet.2013.01.014
http://dx.doi.org/10.1016/j.tem.2013.09.002
http://dx.doi.org/10.1016/j.tem.2013.09.002
http://dx.doi.org/10.1002/humu.20813
http://dx.doi.org/10.1194/jlr.R900010-JLR200
http://dx.doi.org/10.1194/jlr.R900010-JLR200
http://dx.doi.org/10.1016/j.jhep.2003.11.006
http://dx.doi.org/10.1016/j.jhep.2003.11.006
http://dx.doi.org/10.1038/nrd753
http://dx.doi.org/10.1016/j.yjmcc.2009.02.014
http://dx.doi.org/10.1096/fj.11-203091
http://dx.doi.org/10.1096/fj.11-203091
http://dx.doi.org/10.2337/db08-1078
http://dx.doi.org/10.2337/db08-1078
http://dx.doi.org/10.1155/2012/714074
http://dx.doi.org/10.1681/ASN.2011080842
http://dx.doi.org/10.1038/ijo.2008.237
http://dx.doi.org/10.1038/ijo.2008.237
http://dx.doi.org/10.1016/j.molmet.2013.10.006
http://dx.doi.org/10.1016/j.molmet.2013.10.006
http://dx.doi.org/10.1093/abbs/gms108
http://dx.doi.org/10.1038/ncb1857
http://dx.doi.org/10.1074/jbc.C113.511261
http://dx.doi.org/10.1126/science.1243417
http://dx.doi.org/10.1126/science.1243417
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

[147]

[148]

[149]

[150]

[151]

[152]

[153]

[154]

[155]

[156]

[157]

[158]

[159]

[160]

[161]

[162]

[163]

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

Fan, W., Downes, M., Atkins, A., Yu, R., Evans, R.M., 2011. Nuclear receptors
and AMPK: resetting metabolism. Cold Spring Harbor Symposia on Quanti-
tative Biology 76(0):17—22. http://dx.doi.org/10.1101/sqb.2012.76.010470.
Rutter, J., Reick, M., Wu, L.C., McKnight, S.L., 2001. Regulation of clock and
NPAS2 DNA binding by the redox state of NAD cofactors. Science (New York,
N.Y.) 293(5529):510—514. http://dx.doi.org/10.1126/science.1060698.
Cantd, C., Gerhart-Hines, Z., Feige, J.N., Lagouge, M., Noriega, L.,
Milne, J.C., et al., 2009. AMPK regulates energy expenditure by modulating
NAD-- metabolism and SIRT1 activity. Nature 458(7241):1056—1060. http://
dx.doi.org/10.1038/nature07813.

Liu, C., Li, S., Liu, T., Borjigin, J., Lin, J.D., 2007. Transcriptional coactivator
PGC-1alpha integrates the mammalian clock and energy metabolism. Nature
447(7143):477—481. http://dx.doi.org/10.1038/nature05767.

Froy, 0., Miskin, R., 2010. Effect of feeding regimens on circadian rhythms:
implications for aging and longevity. Aging 2(1):7—27.

Challet, E., 2010. Interactions between light, mealtime and calorie restriction
to control daily timing in mammals. Journal of Comparative Physiology. B,
Biochemical, Systemic, and Environmental Physiology 180(5):631—644.
http://dx.doi.org/10.1007/s00360-010-0451-4.

Yoshida, C., Shikata, N., Seki, S., Koyama, N., Noguchi, Y., 2012. Early
nocturnal meal skipping alters the peripheral clock and increases lipogenesis
in mice. Nutrition & Metabolism 9(1):78. http://dx.doi.org/10.1186/1743-
7075-9-78.

Yoshizaki, T., Tada, Y., Hida, A., Sunami, A., Yokoyama, Y., Yasuda, J., et al.,
2013. Effects of feeding schedule changes on the circadian phase of the
cardiac autonomic nervous system and serum lipid levels. European Journal
of Applied Physiology 113(10):2603—2611. http://dx.doi.org/10.1007/
s00421-013-2702-z.

Wu, T, Ni, Y., Kato, H., Fu, Z., 2010. Feeding-induced rapid resetting of the
hepatic circadian clock is associated with acute induction of Per2 and Dec1
transcription in rats. Chronobiology International 27(1):1—18. hitp://
dx.doi.org/10.3109/07420520903398625.

Yamajuku, D., Inagaki, T., Haruma, T., Okubo, S., Kataoka, Y., Kobayashi, S.,
et al., 2012. Real-time monitoring in three-dimensional hepatocytes reveals
that insulin acts as a synchronizer for liver clock. Scientific Reports 2:439.
http://dx.doi.org/10.1038/srep00439.

Mendoza, J., Pévet, P., Challet, E., 2007. Circadian and photic regulation of
clock and clock-controlled proteins in the suprachiasmatic nuclei of calorie-
restricted mice. The European Journal of Neuroscience 25(12):3691—3701.
http://dx.doi.org/10.1111/j.1460-9568.2007.05626.x.

Hatori, M., Volimers, C., Zarrinpar, A., DiTacchio, L., Bushong, E.A., Gill, S.,
et al., 2012. Time-restricted feeding without reducing caloric intake prevents
metabolic diseases in mice fed a high-fat diet. Cell Metabolism 15(6):848—
860. http://dx.doi.org/10.1016/j.cmet.2012.04.019.

Sherman, H., Genzer, Y., Cohen, R., Chapnik, N., Madar, Z., Froy, 0., 2012. Timed
high-fat diet resets circadian metabolism and prevents obesity. FASEB Journal:
Official Publication of the Federation of American Societies for Experimental
Biology 26(8):3493—3502. http://dx.doi.org/10.1096/f].12-208868.

Chaix, A., Zarrinpar, A., Miu, P., Panda, S., 2014. Time-restricted feeding is a
preventative and therapeutic intervention against diverse nutritional chal-

lenges. Cell Metabolism 20(6):991—1005. http:/dx.doi.org/10.1016/
j.cmet.2014.11.001.
Kohsaka, A., Laposky, A.D., Ramsey, K.M., Estrada, C., Joshu, C.,

Kobayashi, Y., et al., 2007. High-fat diet disrupts behavioral and molecular
circadian rhythms in mice. Cell Metabolism 6(5):414—421. hitp://dx.doi.org/
10.1016/j.cmet.2007.09.006.

Branecky, K.L., Niswender, K.D., Pendergast, J.S., 2015. Disruption of daily
rhythms by high-fat diet is reversible. PLoS One 10(9):0137970. htip://
dx.doi.org/10.1371/journal.pone.0137970.

Jeong, K., He, B., Nohara, K., Park, N., Shin, Y., Kim, S., et al., 2015. Dual
attenuation of proteasomal and autophagic BMAL1 degradation in Clock A19/

www.molecularmetabolism.com

[164]

[165]

[166]

[167]

[168]

[169]

[170]

[171]

[172]

[173]

[174]

[175]

[176]

[177]

[178]

[179]

I

MOLECULAR
METABOLISM

+ mice contributes to improved glucose homeostasis. Scientific Reports 5:
12801. http://dx.doi.org/10.1038/srep12801.

Pivovarova, 0., Jiirchott, K., Rudovich, N., Hornemann, S., Ye, L., Méckel, S.,
et al., 2015. Changes of dietary fat and carbohydrate content alter central
and peripheral clock in humans. The Journal of Clinical Endocrinology and
Metabolism 100(6):2291—2302. http://dx.doi.org/10.1210/jc.2014-3868.
Kalsbeek, A., la Fleur, S., Fliers, E., 2014. Circadian control of glucose
metabolism. Molecular Metabolism 3(4):372—383. http://dx.doi.org/10.1016/
j.molmet.2014.03.002.

Oike, H., Nagai, K., Fukushima, T., Ishida, N., Kobori, M., 2011. Feeding cues
and injected nutrients induce acute expression of multiple clock genes in the
mouse liver. PLoS One 6(8):23709.  http://dx.doi.org/10.1371/
journal.pone.0023709.

Furutani, A., Ikeda, Y., ltokawa, M., Nagahama, H., Ohtsu, T., Furutani, N.,
et al., 2015. Fish oil accelerates diet-induced entrainment of the mouse
peripheral clock via GPR120. PLoS One 10(7):e0132472. http://dx.doi.org/
10.1371/journal.pone.0132472.

Zhang, E.E., Liu, Y., Dentin, R., Pongsawakul, P.Y., Liu, A.C., Hirota, T., et al.,
2010. Cryptochrome mediates circadian regulation of cAMP signaling and
hepatic gluconeogenesis. Nature Medicine 16(10):1152—1156. htip:/
dx.doi.org/10.1038/nm.2214.

Attia, R.R., Connnaughton, S., Boone, L.R., Wang, F., Elam, M.B., Ness, G.C.,
et al, 2010. Regulation of pyruvate dehydrogenase kinase 4 (PDK4) by
thyroid hormone: role of the peroxisome proliferator-activated receptor
gamma coactivator (PGC-1 alpha). The Journal of Biological Chemistry
285(4):2375—2385. http://dx.doi.org/10.1074/jbc.M109.039081.

Haydon, M.J., Roman, A., Arshad, W., 2015. Nutrient homeostasis within the
plant circadian network. Frontiers in Plant Science 6:299. http://dx.doi.org/
10.3389/fpls.2015.00299.

Piccione, G., Assenza, A., Grasso, F., Caola, G., 2004. Daily rhythm of circu-
lating fat soluble vitamin concentration (A, D, E and K) in the horse. Journal of
Circadian Rhythms 2(1):3. http://dx.doi.org/10.1186/1740-3391-2-3.
Quideau, S., Deffieux, D., Douat-Casassus, C., Pouységu, L., 2011. Plant
polyphenols: chemical properties, biological activities, and synthesis. Ange-
wandte Chemie (International Ed. in English) 50(3):586—621. hitp:/
dx.doi.org/10.1002/anie.201000044.

Hubbard, B.P., Gomes, A.P., Dai, H., Li, J., Case, AW., Considine, T., et al.,
2013. Evidence for a common mechanism of SIRT1 regulation by allosteric
activators. Science (New York, N.Y.) 339(6124):1216—1219. htip://
dx.doi.org/10.1126/science.1231097.

Sebastian, C., Satterstrom, F.K., Haigis, M.C., Mostoslavsky, R., 2012. From
sirtuin biology to human diseases: an update. The Journal of Biological
Chemistry 287(51):42444—42452. http://dx.doi.org/10.1074/
jbc.R112.402768.

Haigis, M.C., Sinclair, D.A., 2010. Mammalian sirtuins: biological insights and
disease relevance. Annual Review of Pathology 5:253—295. http://dx.doi.org/
10.1146/annurev.pathol.4.110807.092250.

Pifferi, F., Dal-Pan, A., Languille, S., Aujard, F., 2013. Effects of resveratrol on
daily rhythms of locomotor activity and body temperature in young and aged
grey mouse lemurs. Oxidative Medicine and Cellular Longevity 2013:187301.
http://dx.doi.org/10.1155/2013/187301.

Miranda, J., Portillo, M.P., Madrid, J.A., Arias, N., Macarulla, M.T,,
Garaulet, M., 2013. Effects of resveratrol on changes induced by high-fat
feeding on clock genes in rats. The British Journal of Nutrition 110(8):
1421—1428. http://dx.doi.org/10.1017/S0007114513000755.

Serrano, J., Puupponen-Pimid, R., Dauer, A., Aura, A.-M., Saura-Calixto, F.,
2009. Tannins: current knowledge of food sources, intake, bioavailability and
biological effects. Molecular Nutrition & Food Research 53(Suppl. 2):5S310—
$329. http://dx.doi.org/10.1002/mnfr.200900039.

Rasmussen, S.E., Frederiksen, H., Struntze Krogholm, K., Poulsen, L., 2005.
Dietary proanthocyanidins: occurrence, dietary intake, bioavailability, and

149


http://dx.doi.org/10.1101/sqb.2012.76.010470
http://dx.doi.org/10.1126/science.1060698
http://dx.doi.org/10.1038/nature07813
http://dx.doi.org/10.1038/nature07813
http://dx.doi.org/10.1038/nature05767
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref151
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref151
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref151
http://dx.doi.org/10.1007/s00360-010-0451-4
http://dx.doi.org/10.1186/1743-7075-9-78
http://dx.doi.org/10.1186/1743-7075-9-78
http://dx.doi.org/10.1007/s00421-013-2702-z
http://dx.doi.org/10.1007/s00421-013-2702-z
http://dx.doi.org/10.3109/07420520903398625
http://dx.doi.org/10.3109/07420520903398625
http://dx.doi.org/10.1038/srep00439
http://dx.doi.org/10.1111/j.1460-9568.2007.05626.x
http://dx.doi.org/10.1016/j.cmet.2012.04.019
http://dx.doi.org/10.1096/fj.12-208868
http://dx.doi.org/10.1016/j.cmet.2014.11.001
http://dx.doi.org/10.1016/j.cmet.2014.11.001
http://dx.doi.org/10.1016/j.cmet.2007.09.006
http://dx.doi.org/10.1016/j.cmet.2007.09.006
http://dx.doi.org/10.1371/journal.pone.0137970
http://dx.doi.org/10.1371/journal.pone.0137970
http://dx.doi.org/10.1038/srep12801
http://dx.doi.org/10.1210/jc.2014-3868
http://dx.doi.org/10.1016/j.molmet.2014.03.002
http://dx.doi.org/10.1016/j.molmet.2014.03.002
http://dx.doi.org/10.1371/journal.pone.0023709
http://dx.doi.org/10.1371/journal.pone.0023709
http://dx.doi.org/10.1371/journal.pone.0132472
http://dx.doi.org/10.1371/journal.pone.0132472
http://dx.doi.org/10.1038/nm.2214
http://dx.doi.org/10.1038/nm.2214
http://dx.doi.org/10.1074/jbc.M109.039081
http://dx.doi.org/10.3389/fpls.2015.00299
http://dx.doi.org/10.3389/fpls.2015.00299
http://dx.doi.org/10.1186/1740-3391-2-3
http://dx.doi.org/10.1002/anie.201000044
http://dx.doi.org/10.1002/anie.201000044
http://dx.doi.org/10.1126/science.1231097
http://dx.doi.org/10.1126/science.1231097
http://dx.doi.org/10.1074/jbc.R112.402768
http://dx.doi.org/10.1074/jbc.R112.402768
http://dx.doi.org/10.1146/annurev.pathol.4.110807.092250
http://dx.doi.org/10.1146/annurev.pathol.4.110807.092250
http://dx.doi.org/10.1155/2013/187301
http://dx.doi.org/10.1017/S0007114513000755
http://dx.doi.org/10.1002/mnfr.200900039
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

Review

[180

[181

[182

[183

[184

[185]

[186

[187

[188]

[189

[190

[191

[192

[193]

150

protection against cardiovascular disease. Molecular Nutrition & Food
Research 49(2):159—174. http://dx.doi.org/10.1002/mnfr.200400082.
Bladé, C., Arola, L., Salvadé, M.-J., 2010. Hypolipidemic effects of proan-
thocyanidins and their underlying biochemical and molecular mechanisms.
Molecular Nutrition & Food Research 54(1):37—59. http://dx.doi.org/
10.1002/mnfr.200900476.

Terra, X., Pallarés, V., Ardévol, A., Bladé, C., Fernandez-Larrea, J.,
Pujadas, G., et al., 2011. Modulatory effect of grape-seed procyanidins on
local and systemic inflammation in diet-induced obesity rats. The Journal of
Nutritional ~ Biochemistry ~ 22(4):380—387.  http://dx.doi.org/10.1016/
j.jnutbio.2010.03.006.

Quifiones, M., Guerrero, L., Suarez, M., Pons, Z., Aleixandre, A., Arola, L.,
et al., 2013. Low-molecular procyanidin rich grape seed extract exerts
antihypertensive effect in males spontaneously hypertensive rats. Food
Research International ~ 51(2):587—595. http://dx.doi.org/10.1016/

[194]

[195

[196

[197

Reutrakul, S., Knutson, K.L., 2015. Consequences of circadian disruption on
cardiometabolic health. Sleep Medicine Clinics 10(4):455—468. hitp:/
dx.doi.org/10.1016/j.jsmc.2015.07.005.

Opperhuizen, A.-L., van Kerkhof, L.W.M., Proper, K., Rodenburg, W.,
Kalsheek, A., 2015. Rodent models to study the metabolic effects of shift-
work in humans. Frontiers in Pharmacology 6:50. http://dx.doi.org/10.3389/
fphar.2015.00050.

Liu, S., Brown, J.D., Stanya, K.J., Homan, E., Leidl, M., Inouye, K., et al.,
2013. A diurnal serum lipid integrates hepatic lipogenesis and peripheral
fatty acid use. Nature 502(7472):550—554. htip://dx.doi.org/10.1038/
nature12710.

Paschos, G.K., Ibrahim, S., Song, W.-L., Kunieda, T., Grant, G., Reyes, T.M.,
et al., 2012. Obesity in mice with adipocyte-specific deletion of clock
component Arntl. Nature Medicine 18(12):1768—1777. hitp://dx.doi.org/
10.1038/nm.2979.

j.foodres.2013.01.023.

Montagut, G., Bladé, C., Blay, M., Fernandez-Larrea, J., Pujadas, G.,
Salvadd, M.J., et al., 2010. Effects of a grapeseed procyanidin extract (GSPE)
on insulin resistance. The Journal of Nutritional Biochemistry 21(10):961—
967. http://dx.doi.org/10.1016/j.jnutbio.2009.08.001.

Urpi-Sarda, M., Ramiro-Puig, E., Khan, N., Ramos-Romero, S., Llorach, R.,
Castell, M., et al., 2010. Distribution of epicatechin metabolites in lymphoid
tissues and testes of young rats with a cocoa-enriched diet. The British
Journal of Nutrition 103(10):1393—1397.  http://dx.doi.org/10.1017/
S0007114509993473.

Datla, K.P., Christidou, M., Widmer, W.W., Rooprai, H.K., Dexter, D.T.,
2001. Tissue distribution and neuroprotective effects of citrus flavonoid
tangeretin in a rat model of Parkinson’s disease. Neuroreport 12(17):
3871—-3875.

Hooper, P.L., Hooper, P.L., Tytell, M., Vigh, L., 2010. Xenohormesis: health
benefits from an eon of plant stress response evolution. Cell Stress &
Chaperones 15(6):761—770. http://dx.doi.org/10.1007/s12192-010-0206-x.
Ribas-Latre, A., Baselga-Escudero, L., Casanova, E., Arola-Arnal, A.,
Salvadé, M.J., Arola, L., et al., 2015. Chronic consumption of dietary
proanthocyanidins modulates peripheral clocks in healthy and obese rats.
The Journal of Nutritional Biochemistry 26(2):112—119. hitp:/dx.doi.org/
10.1016/j.jnutbio.2014.09.006.

Ribas-Latre, A., Baselga-Escudero, L., Casanova, E., Arola-Arnal, A,
Salvadd, M.-J., Bladé, C., et al., 2015. Dietary proanthocyanidins modulate
BMAL1 acetylation, Nampt expression and NAD levels in rat liver. Scientific
Reports 5:10954. hitp://dx.doi.org/10.1038/srep10954.

Zwighaft, Z., Aviram, R., Shalev, M., Rousso-Noori, L., Kraut-Cohen, J.,
Golik, M., et al., 2015. Circadian clock control by polyamine levels through a
mechanism that declines with age. Cell Metabolism 22(5):874—885. htip://
dx.doi.org/10.1016/j.cmet.2015.09.011.

Kaasik, K., Lee, C.C., 2004. Reciprocal regulation of haem biosynthesis and
the circadian clock in mammals. Nature 430(6998):467—471. http:/
dx.doi.org/10.1038/nature02724.

Yin, L., Wu, N., Curtin, J.C., Qatanani, M., Szwergold, N.R., Reid, R.A., et al.,
2007. Rev-erbalpha, a heme sensor that coordinates metabolic and circadian
pathways. Science (New York, N.Y.) 318(5857):1786—1789. htip:/
dx.doi.org/10.1126/science.1150179.

Raghuram, S., Stayrook, K.R., Huang, P., Rogers, P.M., Nosie, AK,
McClure, D.B., et al., 2007. Identification of heme as the ligand for the
orphan nuclear receptors REV-ERBalpha and REV-ERBbeta. Nature Structural
& Molecular Biology 14(12):1207—1213.  http://dx.doi.org/10.1038/
nsmh1344.

Zhang, D., Tong, X., Arthurs, B., Guha, A., Rui, L., Kamath, A., et al., 2014.
Liver clock protein BMAL1 promotes de novo lipogenesis through insulin-
mTORC2-AKT signaling. The Journal of Biological Chemistry 289(37):
25925—25935. http://dx.doi.org/10.1074/jbc.M114.567628.

[198

[199

[200

[201

[202

[203]

[204]

[205]

[206]

[207]

[208

[209

[210]

Bookout, A.L., de Groot, M.H.M., Owen, B.M., Lee, S., Gautron, L.,
Lawrence, H.L., et al., 2013. FGF21 regulates metabolism and circadian
behavior by acting on the nervous system. Nature Medicine 19(9):1147—
1152. hitp://dx.doi.org/10.1038/nm.3249.

Abbondante, S., Eckel-Mahan, K.L., Ceglia, N.J., Baldi, P., Sassone-Corsi, P.,
2015. Comparative circadian metabolomics reveal differential effects of
nutritional challenge in the serum and liver. The Journal of Biological
Chemistry. http://dx.doi.org/10.1074/jbc.M115.681130. M115.681130.
Schmutz, 1., Ripperger, J.A., Baeriswyl-Aebischer, S., Albrecht, U., 2010. The
mammalian clock component PERIOD2 coordinates circadian output by
interaction with nuclear receptors. Genes & Development 24(4):345—357.
http://dx.doi.org/10.1101/gad.564110.

McNamara, P., Seo, S.B., Rudic, R.D., Sehgal, A., Chakravarti, D.,
FitzGerald, G.A., 2001. Regulation of CLOCK and MOP4 by nuclear hormone
receptors in the vasculature: a humoral mechanism to reset a peripheral
clock. Cell 105(7):877—889.

Sladek, F.M., 2011. What are nuclear receptor ligands? Molecular and
Cellular ~ Endocrinology ~ 334(1—2):3—13  htip://dx.doi.org/10.1016/
j.mce.2010.06.018.

Kojetin, D.J., Burris, T.P., 2014. REV-ERB and ROR nuclear receptors as drug
targets. Nature Reviews. Drug Discovery 13(3):197—216. hitp://dx.doi.org/
10.1038/nrd4100.

Rochette-Egly, C., Germain, P., 2009. Dynamic and combinatorial control of
gene expression by nuclear retinoic acid receptors (RARs). Nuclear Receptor
Signaling 7:€005. http://dx.doi.org/10.1621/nrs.07005.

Chawla, A., 2001. Nuclear receptors and lipid physiology: opening the X-files.
Science 294(5548):1866—1870. http://dx.doi.org/10.1126/
science.294.5548.1866.

Peek, C.B., Ramsey, K.M., Marcheva, B., Bass, J., 2012. Nutrient sensing
and the circadian clock. Trends in Endocrinology and Metabolism: TEM 23(7):
312—318. http://dx.doi.org/10.1016/j.tem.2012.02.003.

Norata, G.D., Ongari, M., Uboldi, P., Pellegatta, F., Catapano, A.L., 2005. Liver
X receptor and retinoic X receptor agonists modulate the expression of genes
involved in lipid metabolism in human endothelial cells. International Journal
of Molecular Medicine 16(4):717—722.

Wojcicka, G., Jamroz-Wisniewska, A., Horoszewicz, K., Bettowski, J., 2007.
Liver X receptors (LXRs). Part I: structure, function, regulation of activity, and
role in lipid metabolism. Postepy Higieny | Medycyny Doswiadczalnej (Online)
61:736—759. :

Li, X.,, Zhang, S., Blander, G., Tse, J.G., Krieger, M., Guarente, L., 2007.
SIRT1 deacetylates and positively regulates the nuclear receptor LXR. Mo-
lecular Cell 28(1):91—106. http://dx.doi.org/10.1016/j.molcel.2007.07.032.
Zhou, D., Quach, K.M., Yang, C., Lee, S.Y., Pohajdak, B., Chen, S., 2000.
PNRC: a proline-rich nuclear receptor coregulatory protein that modulates
transcriptional activation of multiple nuclear receptors including orphan re-
ceptors SF1 (steroidogenic factor 1) and ERRalphal (estrogen related

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

www.molecularmetabolism.com


http://dx.doi.org/10.1002/mnfr.200400082
http://dx.doi.org/10.1002/mnfr.200900476
http://dx.doi.org/10.1002/mnfr.200900476
http://dx.doi.org/10.1016/j.jnutbio.2010.03.006
http://dx.doi.org/10.1016/j.jnutbio.2010.03.006
http://dx.doi.org/10.1016/j.foodres.2013.01.023
http://dx.doi.org/10.1016/j.foodres.2013.01.023
http://dx.doi.org/10.1016/j.jnutbio.2009.08.001
http://dx.doi.org/10.1017/S0007114509993473
http://dx.doi.org/10.1017/S0007114509993473
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref185
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref185
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref185
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref185
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref185
http://dx.doi.org/10.1007/s12192-010-0206-x
http://dx.doi.org/10.1016/j.jnutbio.2014.09.006
http://dx.doi.org/10.1016/j.jnutbio.2014.09.006
http://dx.doi.org/10.1038/srep10954
http://dx.doi.org/10.1016/j.cmet.2015.09.011
http://dx.doi.org/10.1016/j.cmet.2015.09.011
http://dx.doi.org/10.1038/nature02724
http://dx.doi.org/10.1038/nature02724
http://dx.doi.org/10.1126/science.1150179
http://dx.doi.org/10.1126/science.1150179
http://dx.doi.org/10.1038/nsmb1344
http://dx.doi.org/10.1038/nsmb1344
http://dx.doi.org/10.1074/jbc.M114.567628
http://dx.doi.org/10.1016/j.jsmc.2015.07.005
http://dx.doi.org/10.1016/j.jsmc.2015.07.005
http://dx.doi.org/10.3389/fphar.2015.00050
http://dx.doi.org/10.3389/fphar.2015.00050
http://dx.doi.org/10.1038/nature12710
http://dx.doi.org/10.1038/nature12710
http://dx.doi.org/10.1038/nm.2979
http://dx.doi.org/10.1038/nm.2979
http://dx.doi.org/10.1038/nm.3249
http://dx.doi.org/10.1074/jbc.M115.681130
http://dx.doi.org/10.1101/gad.564110
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref201
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref201
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref201
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref201
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref201
http://dx.doi.org/10.1016/j.mce.2010.06.018
http://dx.doi.org/10.1016/j.mce.2010.06.018
http://dx.doi.org/10.1038/nrd4100
http://dx.doi.org/10.1038/nrd4100
http://dx.doi.org/10.1621/nrs.07005
http://dx.doi.org/10.1126/science.294.5548.1866
http://dx.doi.org/10.1126/science.294.5548.1866
http://dx.doi.org/10.1016/j.tem.2012.02.003
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref207
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref207
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref207
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref207
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref207
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref208
http://dx.doi.org/10.1016/j.molcel.2007.07.032
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

receptor alpha-1). Molecular Endocrinology (Baltimore, Md.) 14(7):986—998.
http://dx.doi.org/10.1210/mend.14.7.0480.

[211] Grygiel-Goérniak, B., 2014. Peroxisome proliferator-activated receptors and
their ligands: nutritional and clinical implications — a review. Nutrition
Journal 13(1):17. http://dx.doi.org/10.1186/1475-2891-13-17.

[212] Ordentlich, P., Yan, Y., Zhou, S., Heyman, R.A., 2003. Identification of the
antineoplastic agent 6-mercaptopurine as an activator of the orphan nuclear
hormone receptor Nurr1. The Journal of Biological Chemistry 278(27):
24791—24799. http://dx.doi.org/10.1074/jbc.M302167200.

[213] Dubois, C., Hengerer, B., Mattes, H., 2006. Identification of a potent agonist
of the orphan nuclear receptor Nurr1. ChemMedChem 1(9):955—958. htp://
dx.doi.org/10.1002/cmdc.200600078.

[214] Parsons, M.J., Moffitt, T.E., Gregory, A.M., Goldman-Mellor, S., Nolan, P.M.,
Poulton, R., et al., 2015. Social jetlag, obesity and metabolic disorder:
investigation in a cohort study. International Journal of Obesity (2005) 39(5):
842—848. http://dx.doi.org/10.1038/ijo.2014.201.

[215] Eckel, R.H., Depner, C.M., Perreault, L., Markwald, R.R., Smith, M.R.,
McHill, AW., et al., 2015. Morning circadian misalignment during short sleep
duration impacts insulin sensitivity. Current Biology: CB 25(22):3004—3010.
http://dx.doi.org/10.1016/j.cub.2015.10.011.

[216] Spiegel, K., Tasali, E., Leproult, R., Van Cauter, E., 2009. Effects of poor and
short sleep on glucose metabolism and obesity risk. Nature Reviews.
Endocrinology 5(5):253—261. http://dx.doi.org/10.1038/nrendo.2009.23.

[217] Knutson, K.L., Van Cauter, E., 2008. Associations between sleep loss and
increased risk of obesity and diabetes. Annals of the New York Academy of
Sciences 1129:287—304. http://dx.doi.org/10.1196/annals.1417.033.

[218] DiLorenzo, L., De Pergola, G., Zocchetti C., L’Abbate, N., Basso, A.,
Pannacciulli, N., et al., 2003. Effect of shift work on body mass index: results
of a study performed in 319 glucose-tolerant men working in a Southern
Italian industry. International Journal of Obesity and Related Metabolic Dis-
orders: Journal of the International Association for the Study of Obesity
27(11):1353—1358. http:/dx.doi.org/10.1038/s].ij0.0802419.

[219] Ellingsen, T., Bener, A., Gehani, A.A., 2007. Study of shift work and risk of
coronary events. The Journal of the Royal Society for the Promotion of Health
127(6):265—267. http://dx.doi.org/10.1177/1466424007083702.

[220] Karlsson, B.H., Knutsson, A.K., Lindahl, B.O., Alfredsson, L.S., 2003. Meta-
bolic disturbances in male workers with rotating three-shift work. Results of
the WOLF study. International Archives of Occupational and Environmental
Health 76(6):424—430. http://dx.doi.org/10.1007/s00420-003-0440-y.

[221] Roenneberg, T., Allebrandt, K.V., Merrow, M., Vetter, C., 2012. Social jetlag
and obesity. Current Biology: CB 22(10):939—943. http://dx.doi.org/10.1016/
j.cub.2012.03.038.

[222] Scheer, F.A.J.L., Hilton, M.F., Mantzoros, C.S., Shea, S.A., 2009. Adverse
metabolic and cardiovascular consequences of circadian misalignment.
Proceedings of the National Academy of Sciences of the United States of
America 106(11):4453—4458. hitp://dx.doi.org/10.1073/pnas.0808180106.

[223] Horne, J.A., Ostberg, 0., 1976. A self-assessment questionnaire to determine
morningness-eveningness in human circadian rhythms. International Journal
of Chronobiology 4(2):97—110.

[224] Juda, M., Vetter, C., Roenneberg, T., 2013. The Munich ChronoType Ques-
tionnaire for Shift-Workers (MCTQShift). Journal of Biological Rhythms 28(2):
130—140. http://dx.doi.org/10.1177/0748730412475041.

[225] Novakova, M., Sladek, M., Sumova, A., 2013. Human chronotype is deter-
mined in bodily cells under real-life conditions. Chronobiology International
30(4):607—617. http://dx.doi.org/10.3109/07420528.2012.754455.

[226] Fuse, Y., Hirao, A., Kuroda, H., Otsuka, M., Tahara, Y., Shibata, S., 2012.
Differential roles of breakfast only (one meal per day) and a bigger breakfast
with a small dinner (two meals per day) in mice fed a high-fat diet with
regard to induced obesity and lipid metabolism. Journal of Circadian Rhythms
10(1):4. http://dx.doi.org/10.1186/1740-3391-10-4.

I

MOLECULAR
METABOLISM

[227] Jakubowicz, D., Barnea, M., Wainstein, J., Froy, 0., 2013. High caloric intake
at breakfast vs. dinner differentially influences weight loss of overweight and
obese women. Obesity (Silver Spring, Md.) 21(12):2504—2512. htip://
dx.doi.org/10.1002/0by.20460.

[228] Wu, T., Sun, L., ZhuGe, F., Guo, X., Zhao, Z., Tang, R., et al., 2011. Dif-
ferential roles of breakfast and supper in rats of a daily three-meal schedule
upon circadian regulation and physiology. Chronobiology International 28(10):
890—903. http://dx.doi.org/10.3109/07420528.2011.622599.

[229] Alexander, K.E., Ventura, E.E., Spruijt-Metz, D., Weigensberg, M.J.,
Goran, M.1., Davis, J.N., 2009. Association of breakfast skipping with visceral
fat and insulin indices in overweight Latino youth. Obesity (Silver Spring, Md.)
17(8):1528—1533. http://dx.doi.org/10.1038/0by.2009.127.

[230] Lamont, E.W., James, F.0., Boivin, D.B., Cermakian, N., 2007. From circa-
dian clock gene expression to pathologies. Sleep Medicine 8(6):547—556.
http://dx.doi.org/10.1016/j.sleep.2006.11.002.

[231] Gomez-Abellan, P., Hernandez-Morante, J.J., Lujan, J.A., Madrid, J.A.,
Garaulet, M., 2008. Clock genes are implicated in the human metabolic
syndrome. International Journal of Obesity (2005) 32(1):121—128. htip://
dx.doi.org/10.1038/sj.ij0.0803689.

[232] Dijk, D.-J., Archer, S.N., 2010. PERIOD3, circadian phenotypes, and sleep
homeostasis. Sleep Medicine Reviews 14(3):151—160. http://dx.doi.org/
10.1016/j.smrv.2009.07.002.

[233] Shanware, N.P., Hutchinson, J.A., Kim, S.H., Zhan, L., Bowler, M.J.,
Tibbetts, R.S., 2011. Casein kinase 1-dependent phosphorylation of familial
advanced sleep phase syndrome-associated residues controls PERIOD 2
stability. The Journal of Biological Chemistry 286(14):12766—12774. http://
dx.doi.org/10.1074/jbc.M111.224014.

[234] Brennan, K.C., Bates, E.A., Shapiro, R.E., Zyuzin, J., Hallows, W.C.,
Huang, Y., et al., 2013. Casein kinase id mutations in familial migraine and
advanced sleep phase. Science Translational Medicine 5(183):183ra56.
http://dx.doi.org/10.1126/scitransimed.3005784, 1—11.

[235] Toh, K.L., Jones, C.R., He, Y., Eide, E.J., Hinz, W.A., Virshup, D.M., et al.,
2001. An hPer2 phosphorylation site mutation in familial advanced sleep
phase syndrome. Science (New York, N.Y.) 291(5506):1040—1043.

[236] Garaulet, M., Corbalan-Tutau, M.D., Madrid, J.A., Baraza, J.C., Parnell, L.D.,
Lee, Y.-C., et al., 2010. PERIOD2 variants are associated with abdominal
obesity, psycho-behavioral factors, and attrition in the dietary treatment of
obesity. Journal of the American Dietetic Association 110(6):917—921. htip./
dx.doi.org/10.1016/j.jada.2010.03.017.

[237] Dashti, H.S., Smith, C.E., Lee, Y.-C., Parnell, L.D., Lai, C.-Q., Arnett, D.K.,
et al., 2014. CRY1 circadian gene variant interacts with carbohydrate intake
for insulin resistance in two independent populations: Mediterranean and
North American. Chronobiology International 31(5):660—667. http:/
dx.doi.org/10.3109/07420528.2014.886587.

[238] Goumidi, L., Grechez, A., Dumont, J., Cottel, D., Kafatos, A., Moreno, L.A.,
et al., 2013. Impact of REV-ERB alpha gene polymorphisms on obesity
phenotypes in adult and adolescent samples. International Journal of Obesity
(2005) 37(5):666—672. http://dx.doi.org/10.1038/ij0.2012.117.

[239] Garaulet, M., Smith, C.E., Gomez-Abellan, P., Ordovas-Montafiés, M., Lee, Y.-
C., Parnell, L.D., et al., 2014. REV-ERB-ALPHA circadian gene variant as-
sociates with obesity in two independent populations: Mediterranean and
North American. Molecular Nutrition & Food Research 58(4):821—829. http://
dx.doi.org/10.1002/mnfr.201300361.

[240] Garaulet, M., Lee, Y.-C., Shen, J., Parnell, L.D., Arnett, D.K., Tsai, M.Y., et al.,
2009. CLOCK genetic variation and metabolic syndrome risk: modulation by
monounsaturated fatty acids. The American Journal of Clinical Nutrition
90(6):1466—1475. http://dx.doi.org/10.3945/ajcn.2009.27536.

[241] Garaulet, M., Corbalan, M.D., Madrid, J.A., Morales, E., Baraza, J.C.,
Lee, Y.C., etal., 2010. CLOCK gene is implicated in weight reduction in obese
patients participating in a dietary programme based on the Mediterranean

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/). 151

www.molecularmetabolism.com


http://dx.doi.org/10.1210/mend.14.7.0480
http://dx.doi.org/10.1186/1475-2891-13-17
http://dx.doi.org/10.1074/jbc.M302167200
http://dx.doi.org/10.1002/cmdc.200600078
http://dx.doi.org/10.1002/cmdc.200600078
http://dx.doi.org/10.1038/ijo.2014.201
http://dx.doi.org/10.1016/j.cub.2015.10.011
http://dx.doi.org/10.1038/nrendo.2009.23
http://dx.doi.org/10.1196/annals.1417.033
http://dx.doi.org/10.1038/sj.ijo.0802419
http://dx.doi.org/10.1177/1466424007083702
http://dx.doi.org/10.1007/s00420-003-0440-y
http://dx.doi.org/10.1016/j.cub.2012.03.038
http://dx.doi.org/10.1016/j.cub.2012.03.038
http://dx.doi.org/10.1073/pnas.0808180106
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref223
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref223
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref223
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref223
http://dx.doi.org/10.1177/0748730412475041
http://dx.doi.org/10.3109/07420528.2012.754455
http://dx.doi.org/10.1186/1740-3391-10-4
http://dx.doi.org/10.1002/oby.20460
http://dx.doi.org/10.1002/oby.20460
http://dx.doi.org/10.3109/07420528.2011.622599
http://dx.doi.org/10.1038/oby.2009.127
http://dx.doi.org/10.1016/j.sleep.2006.11.002
http://dx.doi.org/10.1038/sj.ijo.0803689
http://dx.doi.org/10.1038/sj.ijo.0803689
http://dx.doi.org/10.1016/j.smrv.2009.07.002
http://dx.doi.org/10.1016/j.smrv.2009.07.002
http://dx.doi.org/10.1074/jbc.M111.224014
http://dx.doi.org/10.1074/jbc.M111.224014
http://dx.doi.org/10.1126/scitranslmed.3005784
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref235
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref235
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref235
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref235
http://dx.doi.org/10.1016/j.jada.2010.03.017
http://dx.doi.org/10.1016/j.jada.2010.03.017
http://dx.doi.org/10.3109/07420528.2014.886587
http://dx.doi.org/10.3109/07420528.2014.886587
http://dx.doi.org/10.1038/ijo.2012.117
http://dx.doi.org/10.1002/mnfr.201300361
http://dx.doi.org/10.1002/mnfr.201300361
http://dx.doi.org/10.3945/ajcn.2009.27536
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

Review

[242

[243]

[244]

152

diet. International Journal of Obesity (2005) 34(3):516—523. hitp://
dx.doi.org/10.1038/ij0.2009.255.

Garcia-Rios, A., Gomez-Delgado, F.J., Garaulet, M., Alcala-Diaz, J.F.,
Delgado-Lista, F.J., Marin, C., et al., 2014. Beneficial effect of CLOCK
gene polymorphism rs1801260 in combination with low-fat diet on in-
sulin metabolism in the patients with metabolic syndrome. Chronobi-
ology International 31(3):401—408. http://dx.doi.org/10.3109/
07420528.2013.864300.

Scott, E.M., Carter, AM., Grant, P.J., 2008. Association between poly-
morphisms in the Clock gene, obesity and the metabolic syndrome in man.
International Journal of Obesity (2005) 32(4):658—662. http://dx.doi.org/
10.1038/s.ij0.0803778.

Minami, Y., Kasukawa, T., Kakazu, Y., ligo, M., Sugimoto, M.,
Ikeda, S., et al., 2009. Measurement of internal body time by blood
metabolomics. Proceedings of the National Academy of Sciences of the

[245

[246

[247

[248

United States of America
10.1073/pnas.0900617106.
Zeevi, D., Korem, T., Zmora, N., Israeli, D., Rothschild, D., Weinberger, A.,
et al., 2015. Personalized nutrition by prediction of glycemic responses. Cell
163(5):1079—1094. http://dx.doi.org/10.1016/j.cell.2015.11.001.

Serkh, K., Forger, D.B., 2014. Optimal schedules of light exposure for rapidly
correcting circadian misalignment. PLoS Computational Biology 10(4):
€1003523. http://dx.doi.org/10.1371/journal.pcbi.1003523.

Barnea, M., Madar, Z., Froy, 0., 2010. High-fat diet followed by fasting
disrupts circadian expression of adiponectin signaling pathway in muscle and
adipose tissue. Obesity (Silver Spring, Md.) 18(2):230—238. http://dx.doi.org/
10.1038/0by.2009.276.

Davidson, A.J., Stokkan, K.-A., Yamazaki, S., Menaker, M., 2002. Food-
anticipatory activity and liver per1-luc activity in diabetic transgenic rats.
Physiology & Behavior 76(1):21—26.

106(24):9890—9895.  http://dx.doi.org/

MOLECULAR METABOLISM 5 (2016) 133—152 Published by Elsevier GmbH. This is an open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).

www.molecularmetabolism.com


http://dx.doi.org/10.1038/ijo.2009.255
http://dx.doi.org/10.1038/ijo.2009.255
http://dx.doi.org/10.3109/07420528.2013.864300
http://dx.doi.org/10.3109/07420528.2013.864300
http://dx.doi.org/10.1038/sj.ijo.0803778
http://dx.doi.org/10.1038/sj.ijo.0803778
http://dx.doi.org/10.1073/pnas.0900617106
http://dx.doi.org/10.1073/pnas.0900617106
http://dx.doi.org/10.1016/j.cell.2015.11.001
http://dx.doi.org/10.1371/journal.pcbi.1003523
http://dx.doi.org/10.1038/oby.2009.276
http://dx.doi.org/10.1038/oby.2009.276
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref248
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref248
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref248
http://refhub.elsevier.com/S2212-8778(15)00236-7/sref248
http://creativecommons.org/licenses/by/4.0/
http://www.molecularmetabolism.com

	Interdependence of nutrient metabolism and the circadian clock system: Importance for metabolic health
	1. Introduction
	2. Molecular basis for circadian and metabolic interactions
	3. Clock-controlled metabolic genes
	4. How does the clock respond to a change in energy state?
	5. Feeding and the clock
	6. Circadian solidarity across tissues: are nutrients important for synchronization?
	7. Lipid ligands and nuclear receptors involved in circadian timekeeping
	8. Potential for diet as a modulator of human metabolic health via clock regulation
	9. Conclusions
	Conflict of interest
	References


