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Chronic inflammation underpins many human diseases. Morbidity and mortality asso-
ciated with chronic inflammation are often mediated through metabolic dysfunction.
Inflammatory and metabolic processes vary through circadian time, suggesting an
important temporal crosstalk between these systems. Using an established mouse model
of rheumatoid arthritis, we show that chronic inflammatory arthritis results in rhythmic
joint inflammation and drives major changes in muscle and liver energy metabolism
and rhythmic gene expression. Transcriptional and phosphoproteomic analyses revealed
alterations in lipid metabolism and mitochondrial function associated with increased
EGFR-JAK-STAT3 signaling. Metabolomic analyses confirmed rhythmic metabolic
rewiring with impaired β-oxidation and lipid handling and revealed a pronounced
shunt toward sphingolipid and ceramide accumulation. The arthritis-related production
of ceramides was most pronounced during the day, which is the time of peak inflamma-
tion and increased reliance on fatty acid oxidation. Thus, our data demonstrate that
localized joint inflammation drives a time-of-day–dependent build-up of bioactive lipid
species driven by rhythmic inflammation and altered EGFR-STAT signaling.
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The regular 24-h environmental cycle generated by the planet’s rotation has driven the
evolution of intrinsic biological timing mechanisms in virtually all life forms on Earth.
In mammals, circadian clocks orchestrate daily rhythms in biology and behavior such
that most physiological systems are regulated in a time-of-day–dependent manner
(1–3). The core cellular circadian pacemaker in mammals oscillates with a 24-h period
and is underpinned by a coordinated feedback between positive transcriptional regula-
tors BMAL1/CLOCK and repressors Period 1 and 2 (Per1 and Per2, respectively),
Cryptochrome 1 and 2 (Cry1 and Cry2, respectively), and Nr1d1 and Nr1d2 (REV-
ERBα and REV-ERBβ, respectively) (4). The temporal organization of the reciprocal
interactions between these positive and negative arms underpins cellular timekeeping.
Beyond this circadian transcription–translation feedback loop, the core clock transcrip-
tion factors act through clock-controlled genes to regulate multiple aspects of cellular
function in a cell- and tissue-specific manner. As prime examples, both energy metabo-
lism and immunity are strongly regulated by the circadian clock, shaping physiological
and immune response based on time of day (5, 6). Due to the pervasive nature of the
clock within our biology, altered circadian rhythmicity has been recognized as a charac-
teristic feature and/or contributing factor to numerous disease states, with clear impli-
cation for diagnosis and treatment (6).
Circadian control of energy metabolism is essential for mounting an appropriate

physiological response to recurrent and abrupt changes in nutrient availability, as ani-
mals move between wake and sleep states and fed and fasted periods. All metabolic
tissues, such as the liver and muscle, have intrinsic circadian oscillators, which are nor-
mally synchronized to the external environment and to the internal state by the central
pacemaker in the suprachiasmatic nuclei. These peripheral clocks can also be strongly
influenced by feeding times, with an important role for nutrient, microbiome, and hor-
mone signaling (3). Indeed, it is now clear that rhythmic control of metabolic circuits
exhibits substantial plasticity in response to changing dietary intake, behavioral routine,
and/or disease. For example, the hepatic circadian transcriptome is impacted by aging
(7) and chronic disease, as in bronchogenic carcinoma, which causes substantial remod-
eling of circadian hepatic metabolic pathways (8). Moreover, nutritional challenges
caused by high-fat diet feeding and subsequent obesity can both directly impact the cir-
cadian clock mechanism (9–11) and can substantially rewire rhythmic hepatic circuits
(12, 13). In these and other examples, systemic and local inflammatory processes are
likely to be driving factors in altered circadian metabolic control.

Significance

Rheumatoid arthritis (RA) is a
debilitating chronic inflammatory
disease in which symptoms
exhibit a strong time-of-day
rhythmicity. RA is commonly
associated with metabolic
disturbance and increased
incidence of diabetes and
cardiovascular disease, yet the
mechanisms underlying this
metabolic dysregulation remain
unclear. Here, we demonstrate
that rhythmic inflammation drives
reorganization of metabolic
programs in distal liver and
muscle tissues. Chronic
inflammation leads to
mitochondrial dysfunction and
dysregulation of fatty acid
metabolism, including
accumulation of inflammation-
associated ceramide species in a
time-of-day–dependent manner.
These findings reveal multiple
points for therapeutic intervention
centered on the circadian clock,
metabolic dysregulation, and
inflammatory signaling.
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We previously identified an important role for the circadian
clock in shaping immune and inflammatory responses to chal-
lenge (14–16); furthermore, inflammatory signals can acutely
reset circadian circuits via rapid selective degradation of core
proteins of the circadian clockwork (17). In humans, rheuma-
toid arthritis (RA) is a common, debilitating, chronic inflam-
matory disease, which can lead to destructive arthritis (18). RA
is also prominently associated with accelerated atherosclerosis,
elevated cardiovascular risk, and insulin resistance (19, 20), yet
the causal mechanisms involved in metabolic disturbance are
largely unknown. In mice, collagen-induced arthritis (CIA) has
been widely used as a robust model of inflammatory arthritis.
Both human arthritis and mouse CIA share striking circadian
rhythmicity of joint inflammation, with joint swelling and
inflammatory cytokine concentration in peripheral blood vary-
ing through circadian time (21, 22). Here, we investigate how
chronic joint inflammation (in murine CIA) impacts circadian
function, both in the inflamed joint and more distal tissues,
and its downstream impact on rhythmic systemic energy
metabolism.
Our findings reveal a pronounced impact on rhythmic gene

expression within the inflamed joint and also widespread
changes to rhythmic transcriptional, phosphoproteomic, and
metabolomic profiles in liver and muscle. In these tissues,
remodeling of lipid utilization and mitochondrial function
were evident, likely driven by increased EGFR and STAT sig-
naling, and culminating in system-wide accumulation of poten-
tially damaging ceramides.

Results

Murine Model of Chronic Inflammatory Arthritis Shows
Circadian Features. To investigate how chronic inflammatory
disease impacts systemic energy balance and circadian function
in local (joint) and distal (liver and muscle) sites, we used the
CIA model in DBA/1 mice. To increase consistency between
animals, we included for further analyses only mice which
achieved a total paw score ≥6 involving at least two limbs (Fig.
1A; see SI Appendix for experimental details). Disease in
affected mice increased rapidly from the emergence of symp-
toms before reaching a chronic and relatively stable inflamma-
tory state around 5 d after onset (Fig. 1 B and C). Body weight
and fat-mass loss in the animals was mild and followed a similar
trajectory (Fig. 1D and SI Appendix, Fig. S1A). Arthritic joints
were characterized by inflammatory cell infiltration, cartilage
erosion, and proliferation of the synovium (Fig. 1E), mimick-
ing disease processes evident in patients with RA (23).
We previously demonstrated that disease symptoms in CIA

mice exhibit diurnal rhythmicity, with exacerbation of joint
inflammation observed in the day (21). This was similarly
reflected in the present study in circulating inflammatory cyto-
kine and chemokine levels (Fig. 1 F and G), with peak plasma
levels occurring during the daytime (the animals’ typical rest
phase; approximately zeitgeber time [ZT] 4–8). Importantly,
robust behavioral and physiological rhythms were maintained
in the CIA-affected mice, as demonstrated in profiles of plasma
corticosterone (Fig. 1H), body temperature (Fig. 1I), and food
intake (SI Appendix, Fig. S1 B–D). We saw no significant
change in fasting plasma glucose levels, although fasting insulin
levels were reduced in CIA mice (SI Appendix, Fig. S1 E and
F). Total locomotor activity was reduced in CIA mice relative
to presymptomatic levels yet retained a significant diurnal varia-
tion (Fig. 1J).

Inflamed Joint Shows Extensive Changes in Circadian Transcriptional
Regulation. To characterize the impact of active inflammatory
joint disease on circadian and metabolic processes, joint, liver,
and muscle tissues, as well as blood plasma, were collected every
4 h across the diurnal cycle (n = 5 per time point per condi-
tion), 7 d after symptom onset in CIA mice and time-matched
controls (Fig. 1K; weight and disease scoring for these mice is
shown in SI Appendix, Fig. S1 G–I). For assessment of tran-
scriptional rhythmicity in naïve and CIA mice, we used a
robust comparative approach (compareRhythms) based on
probability assignment to arrhythmic, matched (“same”), or
differential (“gained,” “lost,” “changed”) rhythmicity between
the two conditions [Fig. 2 A and B (24)]. This contrasts with
conventional analyses in which rhythmicity of gene expression
is defined separately for each condition [e.g., using the JTK-
cycle algorithm (25)], and differences between conditions are
inferred based on overlapping gene lists (included for compari-
son in SI Appendix, Fig. S2A). Significant benefits to our
approach are that analysis is more conservative, avoiding false
discovery, and that we identify genes which show altered rhyth-
mic expression profiles between the conditions. Within the dis-
eased joint, we found genome-wide changes in the circadian
organization of gene expression (Fig. 2 A and B). Across all
conditions, 3,504 genes showed high confidence rhythmicity,
of which almost 80% either lost, gained, or showed a change in
rhythmic profile with disease. The change in rhythmic gene
expression within the inflamed joint suggested a profound alter-
ation in clock control of cell and tissue processes. Indeed, pro-
filing of core circadian clock components themselves revealed
that, while rhythmic expression was widely maintained, signifi-
cant reduction in overall expression and amplitude was evident
(Fig. 2C).

Pathway enrichment analyses on genes which showed loss of
rhythmicity between naïve and inflamed joints only found sig-
nificant enrichment for transcripts associated with ribosomal
proteins (Fig. 2D). Ribosome maturation, mRNA translation,
and protein turnover are all known to show time-of-day rhyth-
micity (26). Interestingly, genes that became rhythmic under
CIA showed significant enrichment of metabolic targets
involved in lipid metabolism and β-oxidation. These newly
rhythmic genes included enzymatic regulators of triglyceride
and fatty acid metabolism (e.g., Lpl, Lipe, Plin2, Lipin1/3,
Cpt1a), as well as influential signaling and transcriptional regu-
lators (e.g., Nr3c1, Ppard, Stat3, Socs3) (SI Appendix, Fig. S2B).

We also examined the impact of disease state (naïve vs.
inflamed joints) on gene expression irrespective of time of day
(n = 30 mice/condition). To achieve a robust comparison, we
used a strict false discovery rate (FDR) cutoff (<1 × 10�20)
and identified a highly significant set of 5,649 differentially
expressed (DE) genes. As expected for inflammatory joint dis-
ease, pathways enriched with up-regulated genes included
inflammatory and cell-matrix remodeling processes, while
down-regulated genes were associated with metabolic pathways
(Fig. 2 D and E).

Given the widespread alteration of gene expression within
the inflamed joint and the notable emergence of newly rhyth-
mic genes, we next examined potential upstream regulators
using Ingenuity Pathway Analysis. Analyses of the DE gene set
implicated several known inflammatory mediators (namely,
IκBα, STAT1, STAT3, STAT6, NR4A1), as well as epigenetic
(KDM5A, SMYD1) and metabolic (PPARγ, PGC1α, PGC1β)
regulators (SI Appendix, Fig. S2C). Upstream regulator analyses
based on genes which showed altered rhythmicity in the
arthritic joint identified transcription factors previously shown
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to be capable of driving rhythms in gene expression, including
PPARγ, PGC1α, GR (NR3C1), SIRT1, and HIF1α (SI
Appendix, Fig. S2C).

Thus, within the inflamed joint, there is clear disturbance of
the molecular clockwork and associated and pronounced alter-
ation in the rhythmic transcriptome. This altered activity with

A B C D

E

F

I J

K

G H

Fig. 1. CIA as a model of rhythmic inflammation. (A) CIA mice exhibited variation in severity of disease, and were carried forward for subsequent analyses
based on selection criteria (Materials and Methods). (B–D) Upon development of symptoms, paw inflammation score (B), paw thickness (C), and body weight
loss (D) progressed rapidly before stabilizing at approximately 5 to 7 d after onset (n = 14 naïve mice; n = 36 CIA mice). Arrows indicate symptomatic day 7,
chosen for terminal tissue collection. (E) Histological staining of paw sections around the talus (T) from naïve and CIA mice illustrates inflammatory cell infil-
tration (open arrowheads), loss of cartilage (filled arrowheads), and synovial hyperplasia (*). (F and G) Plasma cytokine concentrations showed elevation and
rhythmicity in arthritic (red) compared with naïve mice (blue) (treatment comparison by two-way ANOVA indicated in black; adjusted P value of JTK analysis
indicated in blue [naïve mice] and red [CIA mice]; n = 4–5/point). (H) Plasma corticosterone level was elevated and rhythmic in CIA mice (treatment compari-
son by two-way repeated-measures ANOVA in black; rhythmicity, according to Lomb-Scargle analysis, is indicated in blue (naïve mice) and red (CIA mice),
n = 5–9/condition). (I and J) Body temperature (I) and activity (J) similarly showed maintained rhythmicity in CIA mice (3-d average recordings; blue, presymp-
tomatic; red, symptomatic days 5–7). Summary statistics exclude ZT2–3.5, when the mice were handled for scoring (two-way repeated-measures ANOVA in
black; n = 7–8). (K) Schematic showing experimental design. Data are presented as mean ± SEM throughout; details of statistical tests are provided in
Dataset S1. *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001. IP, intraperitoneal; RNAseq, RNA sequencing.
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A C

B

E

D

Fig. 2. Inflamed joint tissue shows extensive changes in circadian transcriptional regulation. (A and B) Joint samples from naïve and CIA mice were collected
on symptomatic day 7 at six time points and analyzed by RNA sequencing (n = 5/time point per condition). Heat maps (A) represent the normalized
(z-scored) transcript expression levels in naïve (Left) and CIA (Right) mice over time (columns, from ZT0 at 4-h intervals). Differential rhythmicity analysis cate-
gorized transcript expression profiles according to change or maintenance of rhythmicity with disease (B). (C) CIA significantly altered the transcript expres-
sion of a number of core clock genes (CIA vs. naïve comparison by two-way ANOVA indicated in black; adjusted P [adjP] value of JTK analysis indicated in
blue and red; n = 5/point. *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001. Data are presented as mean ± SEM). (D) Groups of genes showing significant
differential expression (DE) or rhythmic change with disease were analyzed for functional enrichment using the Enrichr tool (Materials and Methods) to iden-
tify altered gene expression across metabolic and signaling pathways (spot size represents fold enrichment of genes in group vs. the genome; color repre-
sents significance of enrichment; spot absence means no genes from the pathway were allocated to the group on statistical categorization). (E) Spline graphs
show the mean normalized expression of all genes in selected WikiPathways gene sets (WP295, WP1269, and WP2292; error bars represent 95% CIs around
the mean), demonstrating altered pathway expression in CIA mice. GPCR, G-protein-coupled receptor; ns, not significant.
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disease reflects the changing metabolic and inflammatory states
and suggests altered dominance of nonclock regulators (e.g.,
PPARs, GR) in driving time-of-day differences in gene expression.

Inflammatory Arthritis Reprograms Gene Expression in
Muscle and Liver. To define how localized joint inflammation
may impact metabolic and rhythmic processes at distal sites, we
next profiled liver and muscle. Analyses of liver (Fig. 3 A and B)
and muscle (SI Appendix, Fig. S3 A and B) tissue isolated from
naïve or CIA mice showed that rhythms in gene expression were
widely maintained, although ∼30% of oscillatory genes showed
altered rhythmicity (loss, gain, or change) between naïve and CIA
animals. Employing standard JTK-cycle analyses with a subse-
quent overlap comparison identified many more genes which
potentially gained or lost significant rhythmicity (SI Appendix,
Fig. S4 A and B). However, as this approach does not directly
compare individual gene expression profiles, it is prone to high
FDRs (SI Appendix, Fig. S4C).
Core circadian clock genes continued to oscillate robustly in

the liver (Fig. 3C) and muscle (SI Appendix, Fig. S3C) of CIA
mice, although Clock and Rora expressions were significantly
reduced in CIA liver, and other minor alterations were
observed. Thus, compared with the joint, disruption to core
clock gene expression in liver and muscle appeared subtle,
which would be expected when comparing the primary site of
inflammation with more distal tissues. Pathway enrichment
analyses of differentially rhythmic genes in liver showed few sig-
nificantly enriched processes (only chemokine and IFN signaling;
Fig. 3D). Similarly, in muscle, only circadian regulation emerged
as enriched in the “changed” group (SI Appendix, Fig. S3D).
In contrast, CIA had a widespread impact on gene expression

when examined irrespective of time (n = 6,172 DE genes,
FDR < 0.001 in liver; n = 2,800 DE genes, FDR < 0.001 in
muscle). Pathway enrichment analyses of DE genes in the liver
revealed a number of highly enriched pathways, which were
suggestive of altered protein dynamics (ribosome proteins, pro-
teasome degradation), mitochondrial and lipid metabolism (tri-
carboxylic acid cycle [TCA], β-oxidation, mitochondrial gene
expression), and increased inflammatory signaling (Fig. 3D).
Upstream regulator analysis identified MLXIPL as a candidate
regulator of DE genes in the liver (Fig. 3E). MLXIPL has been
found to drive fatty acid and triglyceride production, activated
by a glucose metabolite (27). The prominence of HNF4 as a
predicted upstream regulator is likely to reflect its widespread
influence over hepatic gene expression rather than specific
perturbation of HNF4 activity during CIA. Inflammatory
mediators were highlighted (namely, STAT1, STAT3, IκBα).
Interestingly, circadian clock factors (CLOCK, RORγ) and a
known clock-associated factor (PPARα) were also identified,
suggesting that altered clock function may contribute to altered
gene regulation during CIA beyond dictating rhythmicity.
Pathway enrichment analyses of DE genes in muscle paral-

leled that observed in liver, with ribosomal proteins, protea-
some degradation, inflammatory signaling, and mitochondrial
metabolism widely represented (SI Appendix, Fig. S3D). More-
over, significantly altered expression of key metabolic regula-
tors, including Ppars, Pgc1a, Mlxipl, and components of the
JAK-STAT signaling pathway were evident in CIA muscle (SI
Appendix, Fig. S3E). Upstream regulator analysis of the muscle
DE gene sets identified similar transcription factors involved in
metabolic (e.g., PGC1α, PGC1β, MLXIPL) and inflammatory
(e.g., STAT3, RELA, IκBα, NR4A1) function, as well as
known clock and stress-responsive factors HIF1α and SIRT1
(SI Appendix, Fig. S3F). These findings suggest that CIA leads

to a state of increased inflammatory signaling and cell stress
within both tissues, with consequent impact on lipid and mito-
chondrial metabolism.

Identification of EGFR and STAT as Mediators of Hepatic
Response to CIA. Transcriptional analyses implicated a number
of signaling cascades with potential to drive altered tissue and
metabolic function in the liver and muscle during CIA. How-
ever, many of these cascades are regulated posttranslationally;
therefore, we next examined disease-related changes to the
hepatic phosphoproteome across the diurnal cycle. From a total
of 13,660 phosphorylation events identified, 1,826 (13.4%)
were significantly altered on comparison of CIA and naïve con-
ditions (Benjamini-Hochberg FDR < 0.05; Fig. 4 A–C).

Approximately 25% of detected phosphopeptides were sig-
nificantly rhythmic, and comparison between naïve and disease
states revealed widespread differential rhythmicity (Fig. 4 D
and E). Notably, species identified as having an altered rhyth-
mic profile between the two conditions (i.e., changed) exhibited
a dramatic shift in peak phase (Fig. 4F). Enrichment analysis of
genes corresponding to significantly altered phosphopeptides,
either as a result of differential phosphorylation (DP) with disease
or changes in rhythmicity, identified pathways involved in proin-
flammatory signaling (including EGFR1/IL-6 and NFκB) and
metabolic (amino acid and glucose metabolism, β-oxidation,
PPAR regulated) processes (Fig. 4G). Disease-related alteration
in phosphorylation state rhythmicity was observed in influential
regulators of energy metabolism (e.g., AKT, IR, IRS1 and 2,
mTOR, SREBF1, FOXO1 and 3, SIRT1, CPT1a, MLXIPL).
These findings closely parallel outputs from transcriptional and
upstream regulator analyses of naïve and CIA liver and reveal a
pronounced impact of joint inflammation on hepatic energy
handling.

To identify upstream kinases likely to contribute to the DP
profiles observed in naïve versus CIA liver, we next used the
KinSwingR algorithm (28) and the PhosphoSitePlus database.
Forty-nine candidates were identified based on kinase-substrate
interaction predictions (SI Appendix, Table S1). Of the pre-
dicted kinases, 29 were directly identified within our dataset,
and seven of these showed DP states between naïve and CIA
conditions (FDR < 0.05; Fig. 4H). EGFR, AMP-kinase, and
AKT showed increased phosphorylation with CIA, while
mTOR and its associated mediator, ribosomal P70-S6 kinase,
had reduced phosphorylation. Among other significantly phos-
phorylated proteins, STAT3 had increased phosphorylation at
both Y705 and S727 (FDR < 0.05; Fig. 4 B and I). Both sites
on STAT3 had significantly increased phosphorylation across
the time series, and S727 phosphorylation also showed signifi-
cant rhythmicity with CIA. These STAT3 phosphorylation
sites are known to promote nuclear translocation, DNA bind-
ing, and transcriptional regulation of widespread gene targets,
which, in the liver, include influential regulators of energy
metabolism (29). In line with increased STAT3 activity, expres-
sion of its well-characterized target gene, Socs3, significantly
increased in the livers of CIA mice, as did expression of Stat3
itself (SI Appendix, Fig. S5A).

In CIA, multiple signaling pathways appeared to converge
on the JAK-STAT cascade, including EGFR activation and the
inflammatory cytokines IL6 and IL1β. In line with phospho-
proteome profiling, increased total and phosphorylated forms
of EGFR and STAT3 were observed in livers recovered from
the CIA mice compared with those from naïve animals (Fig.
4J). Thus, our phosphoproteomics reinforces the CIA-driven
alteration in signaling response with downstream metabolic
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A B
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Fig. 3. The liver transcriptome shows circadian perturbation in response to arthritis. (A and B) Matched liver samples were analyzed by RNA sequencing to
characterize the effect of distal inflammatory disease. The majority of genes were rhythmic under at least one condition, and genes were grouped according
to change or maintenance of rhythmicity with CIA using compareRhythms (Fig. 2). (C) Rhythmic expression of most core clock genes was maintained in liver,
although expression of Clock and Rora was significantly reduced with disease (CIA vs. naïve comparison by two-way ANOVA in black; adjusted P [adjP] value
of JTK analysis in blue and red; n = 5/point. *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001. Data are presented as mean ± SEM). (D) Groups of genes
showing significant differential expression (DE) or rhythmic change with disease were analyzed using the Enrichr tool (Materials and Methods and Fig. 2).
Enrichment of metabolic and signaling categories were predominantly associated with changes in expression level rather than rhythmicity. (E) Upstream reg-
ulator analysis of liver transcripts differentially expressed with CIA identified metabolic and inflammatory mediators. The top 20 most significant regulators
are shown for each category. Open circle represents significance of enrichment; filled bar represents fraction of downstream targets found in the category;
dashed line indicates P = 0.05. ns, not significant.
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A B C

D E

F
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I J

G

Fig. 4. Phosphoproteomic analysis of liver identifies EGFR signaling as a potential mediator of inflammatory disease response. (A–C) The phosphoproteome
of the same liver samples (n = 5/time per condition) was analyzed by mass spectrometry. Principle component analysis identified disease as the largest
source of variation (A; naïve mice, blue; CIA mice, red). Significantly altered phosphopeptides (B, blue), predominantly serine residues (C), were identified.
(D–F) Differential rhythmicity analysis using compareRhythms (D and E) highlighting a switch in predicted phase for phosphopeptides belonging to the
“altered” group (F). (G) Groups of genes associated with sites of DP and/or rhythmic phosphorylation were analyzed for functional enrichment using the
Enrichr tool (spot size represents fold enrichment of genes in group vs. the genome; color represents significance of enrichment; spot absence means no
genes from the pathway belonged to the group), highlighting enrichment of genes involved in EGFR/IL6 signaling. (H) The KinSwingR package was used to
predict kinases associated with significant (FDR < 0.05) phosphoproteome changes (increased phosphorylation with CIA indicated in red; reduced phosphor-
ylation indicated in blue), also highlighting EGFR signaling. (I) Among predicted regulatory kinases, Stat3 showed DP. Treatment effect by two-way ANOVA.
****P < 0.0001. Error bars represent SEM. (J) Western blot analysis of phospho-Stat3, Stat3 (Top), phospho-EGFR and EGFR (Bottom) confirmed increased
phosphorylation in CIA liver samples collected at ZT4. GAPDH immunoblot was used as a loading control.
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consequences. Supporting a prominent role for liver STAT3
action in the CIA mice, we find a high proportion of genes
that are differentially regulated by CIA to be associated with
STAT3-binding sites in hepatocytes treated with IL6 (SI
Appendix, Fig. S5B (30)). These targets are functionally
enriched for genes involved in fatty acid β-oxidation and mito-
chondrial function, as well as canonical targets of inflammatory
signaling pathways (SI Appendix, Fig. S5C).

Metabolomic Profiling Highlights Differential Lipid Use in
Distal Tissues. Analysis of gene expression in liver and muscle
identified lipid and mitochondrial metabolism to be differen-
tially regulated by CIA, while phosphoproteomic analysis con-
firmed changes in EGFR and STAT3 signaling as potential
upstream regulators of altered metabolic function in the liver.
We next assessed the consequences of CIA through metabolo-
mic profiling of plasma, muscle, and liver samples from the
same naïve and CIA-affected mice. The number and class dis-
tributions of detected metabolites were comparable to those
reported from previous studies [e.g., Dyar et al. (13)] with
more than 850 unique species quantified and ∼30% of species
showing tissue-specific detection (Fig. 5 A and B).
We first examined metabolite levels irrespective of time of day.

CIA caused a pronounced and system-wide alteration in metabo-
lites between naïve and arthritic mice (with 77%, 59%, and 69%
of detected metabolites showing a significant difference in abun-
dance in response to disease in liver, plasma, and muscle, respec-
tively; q < 0.05; Fig. 5 C and D and SI Appendix, Fig. S6A). The
impact of CIA was evident across metabolite superfamily classifica-
tions (Fig. 5C). Widespread rhythmicity was observed in ∼30%
of muscle and ∼55 to 60% of liver and plasma metabolites (Fig.
5 D and E). Again, this was reflected across metabolite classes
(Fig. 5F). Comparison of disease-related change (irrespective of
time) in specific metabolites across tissues revealed a generally
coordinated response between liver and muscle, except for a nota-
ble divergence observed in lipid species (which were increased in
muscle, but reduced in liver in CIA mice relative to naïve mice;
SI Appendix, Fig. S6 B and C).
Individual metabolite rhythmicity was largely maintained in

the tissues and plasma (relatively few were classified as “loss”).
However, there was a pronounced emergence of oscillating
metabolites in both liver and muscle of CIA mice, which was
particularly evident in lipid species (Fig. 5F). Moreover, tempo-
ral correlation between metabolites (both within and across tis-
sues) was significantly reduced in CIA mice when compared
with naïve controls (SI Appendix, Fig. S6D). By comparing the
proportion of altered metabolites (between naïve and CIA sam-
ples) within each superclass by time of day, we observed that
the impact of CIA increased during the mid to late day
(ZT4–12; Fig. 5G). Extending this analysis to metabolite sub-
classes, we found that a number of influential lipid subclasses,
including ceramides, phospholipids, long-chain fatty acids
(LCFAs), and acyl carnitines, showed an overall and time-
related response to CIA (Fig. 6 A and B and SI Appendix, Fig.
S7A). Thus, while the effects of CIA were observed across all
metabolite classes (in terms of level and rhythmicity), the effect
upon lipid species was pronounced, especially during the mid to
late day (Fig. 5 F and G). This is a time when disease activity and
circulating cytokines are increased (Fig. 1 F–H) and when the ani-
mals have an increased reliance on fatty acid oxidation for energy
(due to the natural rest and activity cycle of the nocturnal mice).
Transcriptional profiling in both muscle and liver implicated

an alteration in mitochondrial metabolism (electron transport
chain, TCA, and β-oxidation pathways) in CIA. Although

complex, altered mitochondrial activity and lipid metabolism
were also reflected in metabolomic profiles (SI Appendix, Fig.
S7B). For example, liver showed a significant decrease in LCFAs
but time-of-day–dependent accumulation of other lipid species,
including long-chain acyl carnitines, β-hydroxybutyrate, and endo-
cannabinoids. A particularly notable shift in hepatic and muscle
lipid profile was observed in the ceramides, phosphatidylcholines,
and sphingomyelins (Fig. 6B and SI Appendix, Fig. S7C). This
suggests that inefficiency in β-oxidation and/or downstream TCA
and respiratory chain function in the liver may shunt fatty acids
into alternative metabolic pathways, which is accentuated during
the day by increased reliance on fatty acid β-oxidation. In muscle,
there was an accumulation of lipid metabolites in CIA, which
included LCFAs, sphingomyelins, and ceramides (SI Appendix,
Fig. S7C). Here, uptake of liver-produced lipids and ketones is
likely.

Ceramide concentrations were significantly higher in both
liver and muscle of CIA mice (Fig. 6B). Ceramide production
from membrane-integral sphingomyelins is a well-characterized,
early step following IL-1β/TNFα receptor activation (31).
Ceramides can serve as important signaling mediators, affecting
cellular energy metabolism but also driving cell stress, metabolic
dysfunction, and insulin resistance (31, 32). Analysis of gene
expression and intermediary metabolites across the ceramide
synthesis pathway in liver supports the shunt into increased cer-
amide accumulation in CIA mice (Fig. 6B, Top). We found
increased expression of three Smpd isoforms (SI Appendix, Fig.
S8A), which catalyze the conversion of complex sphingomyelins
to ceramides via the SMase pathway (Fig. 6B), as well as
up-regulation of the de novo synthesis pathway (Sptlc isoforms,
CerS6) and down-regulation of enzymes which convert ceram-
ides to sphingosines (Acer3, Asah2). Inflammatory challenge
in vivo via systemic administration of lipopolysaccharide
increased Stat3 and CerS6 expression in liver but did not result
in significantly altered expression of other genes involved in cer-
amide synthesis and metabolism (SI Appendix, Fig. S8B). The
phenotype of ceramide accumulation we observe with CIA may
therefore be a result of chronic inflammatory signaling and
tissue adaptation rather than responses to acute challenge. Cer-
amide accumulation in CIA muscle was also clear, but differen-
tial gene expression suggestive of increased local production was
less evident in this tissue (Fig. 6B, Bottom). Accumulation may
therefore indicate export of ceramides from the liver (e.g., via
very-low-density lipoprotein [VLDL] secretion) and subsequent
uptake into muscle in CIA mice. In line with this, levels of
plasma glycosyl/hexosylceramide species (the only plasma-borne
ceramides detected) were significantly elevated in the CIA mice
(Fig. 6B and SI Appendix, Fig. S7D).

Overall, our findings reveal a widespread impact of CIA with
systemic and local inflammation driving mitochondrial ineffi-
ciency and accumulation of damaging lipid species, including
ceramides and phosphatidylcholines. While clock function and
rhythmic gene expression was broadly maintained, a strong time-
of-day impact was observed, likely driven by the convergence of
increased inflammation (e.g., circulating inflammatory cytokines)
and the increased mobilization of fatty acids for energy supply
during the late day.

Discussion

Energy metabolism and immunity both show strong circadian vari-
ation, and abundant evidence supports reciprocal regulation. Meta-
bolic disease in states of chronic inflammation is known to be an
important driver of morbidity and mortality, yet little is known of
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A B C

D E

F

G

Fig. 5. The majority of detected metabolites in distal tissues are significantly altered by inflammatory disease. (A and B) Global metabolomic profiling
of samples from naïve and CIA mice (n = 5/time per condition) identified overlapping metabolite profiles in liver, plasma, and muscle. Color indicates
metabolite superclass of detected metabolites; scale indicates number of identified metabolites. (C) Significant numbers of detected metabolites showed
differential abundance with disease (q < 0.05 on two-way ANOVA). (D) Heat maps of tissue-specific metabolite abundance (sorted by metabolite class and
then fold change in detection level) represent alterations to metabolite level with disease. (E and F) The effect of distal inflammatory disease on metabolite
rhythmicity was categorized using compareRhythms (E) and represented by superclass (F). (G) The proportion of metabolites showing differential detection
between naïve and CIA tissue at each time point are presented on radial plots, indicating tissue- and time-specific changes in metabolite abundance with
disease.
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how chronic inflammation impacts on rhythmic energy metabolism
and its control circuits. Here, we show that CIA drives a strongly
rhythmic systemic inflammatory state with consequent impact on
energy metabolism in liver and muscle (Fig. 6C).

Overall, we observed significant changes in rhythmicity in
the joint, including within the circadian clockwork. In liver
and muscle, we saw newly rhythmic or enhanced rhythmicity
within transcriptional, metabolomic, and phosphoproteomic

A

B C

Fig. 6. Metabolomic profiling highlights differential lipid use in liver and muscle. (A) Metabolite subpathways were sorted according to average differential
detection between light (ZT4, 8, 12) and dark (ZT16, 20, 0) conditions to identify metabolic processes altered by disease and diurnal rhythm in liver (Left) and
muscle (Right) (gray bars represent total detected metabolites; points represent number of differentially detected metabolites at light (yellow), dark (blue), or
transition (yellow and blue) time points). (B) Integrating differential gene expression (named genes; red and blue indicate significant up- and down-
regulation, respectively) and metabolite-detection profiles (heat maps) into a schematic representation of the ceramide biosynthesis pathway in liver (Top)
and muscle (Bottom) highlights the accumulation of ceramides and sphingolipids with disease. (C) We propose a model in which chronic inflammatory signal-
ing impacts rhythmic metabolism in distal tissues via the EGFR/STAT3 circuit. This results in rhythmic accumulation of fatty acid precursors, increased cer-
amide abundance, and deleterious effects upon mitochondrial function. Fig. 6C was created with BioRender.com. Met, metabolism.
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data but no changes in circadian clock rhythmicity. Our data
suggest that this is due to the convergence of a rhythmic
inflammatory state with natural day-to-night changes in physi-
ology (i.e., switch from a fasted to fed state), as well as engage-
ment of regulators capable of driving rhythmic cell function
(e.g., PPARs, GR). Similar emergence of transcriptional and
metabolite rhythmicity in the liver has been detailed in
response to high-fat diet feeding (13, 33).
The emergence of rhythmic inflammatory circuits within

experimental chronic inflammatory arthritis offers an attractive
model for the prevalent, and also rhythmic, human RA.
Despite being distal to the site of inflammation, both liver and
muscle showed differential expression of large numbers of
genes, with emergence of MLXIPL as a candidate upstream reg-
ulator. MLXIPL is a master regulator of fatty acid synthesis,
modulated by insulin signaling and EGFR activation (34).
Genes with persisting circadian rhythmicity were significantly
enriched for core clock targets, while newly rhythmic liver
genes in CIA were predicted to be targets of inflammatory
(NFKBIA, CEBPB) and glucocorticoid (NR3C1/GR) signaling
regulators as well as TFEB, a master regulator of lysosome bio-
genesis and autophagy, potentially reflecting energy depletion.
Simultaneous activation of anabolic (EGFR) and catabolic
(TFEB) signals in liver may explain the complex tissue response
to chronic inflammation (Fig. 6C), and we see up-regulation of
the inflammatory NFκB signaling pathway in all tissues. Clear
changes in the liver phosphoproteome with CIA enabled us to
identify several kinase-substrate pairs, among which the EGFR-
STAT3 circuit was prominent, consistent with our transcrip-
tomic analysis. This suggests a gain in EGFR action may be
responsible for driving adaptive changes in gene expression,
resulting in altered cellular energy homeostasis in liver.
In muscle, lipid metabolites show strong rhythmicity and

generally increased levels with CIA, while many, including
LCFAs and sphingomyelin species, were decreased in liver (Fig.
6). We observed loss of fat mass in arthritic mice (SI Appendix,
Fig. S1A), suggesting increased adipose lipolysis. The reduction
in liver LCFAs, and reciprocal increase in muscle accumulation,
implies trafficking by exported VLDL and low-density lipopro-
tein (35). These lipoprotein moieties carry sphingomyelins and
ceramides, which might explain the accumulation of these
important membrane lipids in muscle (Fig. 6B). The metabolic
response of liver to CIA thus impacts system-wide lipid distri-
bution and metabolism. Reduced ambulatory activity in
arthritic mice, with the attendant reduction in fatty acid
β-oxidation in muscle mitochondria, might also contribute to
accumulation of LCFAs in this tissue.
Interestingly, ceramide accumulation in liver and muscle

would be expected to cause EGFR activation through action in
the plasma membrane (34, 36). EGFR, via PI3kinase signaling,
AKT activation, and phosphodiesterase 3B–dependent cyclic
adenosine monophosphate degradation, inhibits the catabolic
signaling cascade initiated by hormones, including glucagon
and adrenaline (37). The resulting production of fatty acids
increases esterification and triglyceride secretion in VLDL and
also the production of complex fatty acid derivatives, including
ceramides and sphingomyelins. We previously identified
increased and newly rhythmic circulating ceramide levels in
patients with RA (38). Here, we believe this constitutes a rein-
forcing loop with the predicted effect of exacerbating the
impact of oscillating levels of inflammatory cytokines on liver
metabolism. The change from an oscillating input signal (cyto-
kine concentration) to a stable signaling output (up-regulation
of STAT3 signaling and ceramide abundance) offers a potential

mechanism to explain the metabolic dysfunction associated
with human chronic inflammatory disease within the context
of circadian regulation, including activation of signaling cas-
cades typically associated with both anabolic and catabolic pro-
grams and defects in the mitochondrial electron transport chain
(39) (Fig. 6C).

It is important to acknowledge potential study limitations.
Characterizing true rhythmicity in biological factors is complex,
with numerous study designs and analysis approaches available.
We used a comparative analytical approach (24), which is
highly appropriate for comparing rhythmicity between condi-
tions. Nevertheless, all determination of rhythmicity is based
on statistical threshold and/or probability and, therefore, can-
not be quantified in absolute terms. For this reason, we have
focused on pathway- and process-level changes to guide our
interpretations, as well as on drawing insight across biological
levels (i.e., transcript, phosphoprotein, and metabolite). In
addition, while the CIA model provides a robust experimental
model of RA, there are, of course, many differences between
the mouse and human disease, including chronicity of the
inflammatory process. Even in mice this is a complex disease
which shows variability between individuals and leads to addi-
tional behavioral effects (e.g., reduced locomotor activity). To
mitigate this, we implemented strict inclusion criteria regarding
disease severity and collected robust numbers of replicate sam-
ples over multiple independent experimental studies (for fuller
discussion see SI Appendix, Supplemental Discussion and Study
Limitations).

Overall, we have identified system-wide circadian rewiring
resulting in adaptive changes in energy metabolism with chronic
inflammation. Prominent players driving this change include cir-
culating inflammatory cytokines, including IL-1β and IL6, which
drive response pathways, including EGFR-STAT3, that result in
changes to lipid synthesis, transformation, modification, and
β-oxidation. Liver accumulation of long-lived ceramide species,
driven by increased CerS6 (as seen in our model), affects both
plasma membrane and mitochondrial membrane function, nega-
tively impacting efficient TCA function, and may also result in
export to peripheral tissues, including muscle, by VLDL transport
(40). The time-of-day–dependent accumulation of fatty acid pre-
cursors expedites sphingomyelin and ceramide synthesis, perpetu-
ating this deleterious process and the distal metabolic effects of
chronic inflammation.

Materials and Methods

Animals. Mice were maintained in the University of Manchester Biological Serv-
ices Facility. All protocols were approved by the University of Manchester Animal
Welfare and Ethical Review Body and carried out according to the Animals (Sci-
entific Procedures) Act 1986.

CIA. The CIA model was applied to male DBA/1 mice (aged 8–10 wk) as described
by Hand et al. (21) and in SI Appendix, Extended Materials and Methods. Tissue
collection occurred at ZT0, 4, 8, 12, 16, or 20 on day 7 after the development of
disease symptoms in CIA mice, or at matched time points in naïve mice. Body com-
position was measured using an EchoMRI E26-258-MT machine (Echo Medical Sys-
tems). Activity and body temperature measurements were made following surgical
implantation of radio telemetry devices (TA-F10, Data Sciences International) intra-
peritoneally 7 to 10 d after initial CIA immunization. Disease characterization is
described in SI Appendix, Extended Materials and Methods.

RNA Analysis. RNA was extracted from joint, liver, and muscle tissues from
naïve and CIA mice. Sequencing libraries were generated using the TruSeq
Stranded mRNA assay (Illumina, Inc.) and analyzed by paired-end sequencing
on a HiSEq 4000 instrument. Differential expression analysis was run in R (41)
using edgeR (version 3.30.3). Differential rhythmicity analysis was performed
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using the compareRhythms R package [version 0.99.0 (24)]. Pathway analysis of
differentially expressed and rhythmic genes used the Enrichr web tool (42, 43).
Additional details are provided in SI Appendix, Extended Materials and Methods.

Phosphoproteomic Analysis. Phosphopeptides were extracted from liver
samples and analyzed on a liquid chromatography–mass spectrometry system.
Detection, analysis, and validation protocols are described in SI Appendix,
Extended Materials and Methods.

Metabolomic Analysis. Global metabolite profiling of liver, muscle, and
plasma samples was performed by Metabolon. Metabolomic analysis is
described in SI Appendix, Extended Materials and Methods.

Data Availability. RNA-sequencing data that support the findings of this study
have been deposited in Gene Expression Omnibus (accession code GSE176095).
Metabolomics data are supplied in Dataset S2. Proteomics data have been
deposited in the Proteomics Identification Database (identifier PXD032723).

ACKNOWLEDGMENTS. This work is supported by Medical Research Council
Program Grant MR/P023576/1. D.A.B. is additionally funded by Biotechnology
and Biological Sciences Research Council Grant BB/V002651/1. D.W.R. and
A.S.I.L. are Wellcome Investigators (Wellcome Trust Grants 107849/Z/15/Z
[D.W.R.] and 107851/Z/15/2 [A.S.I.L.]). We thank Andy Hayes (Genomic Technol-
ogies Core Facility, University of Manchester) for providing support for the
RNA-sequencing analysis. We also thank and acknowledge the University of
Manchester Biological Services Facility staff for animal care and the Bioimaging
Facility for microscopy.

Author affiliations: aCentre for Biological Timing, Faculty of Biology, Medicine and
Health, University of Manchester, Manchester, M13 9PT, United Kingdom; bNational
Institute for Health Research Oxford Biomedical Research Centre, John Radcliffe
Hospital, Oxford, OX3 9DU, United Kingdom; cOxford Centre for Diabetes,
Endocrinology and Metabolism, University of Oxford, Oxford, OX3 9DU, United
Kingdom; dGenome Editing Unit, Faculty of Biology, Medicine and Health, University of
Manchester, Manchester, M13 9PT, United Kingdom; and eTarget Discovery Institute,
Nuffield Department of Medicine, University of Oxford, OX3 7FZ, United Kingdom

1. C. Dibner, U. Schibler, U. Albrecht, The mammalian circadian timing system: Organization and
coordination of central and peripheral clocks. Annu. Rev. Physiol. 72, 517–549 (2010).

2. A. C. West, D. A. Bechtold, The cost of circadian desynchrony: Evidence, insights and open
questions. BioEssays 37, 777–788 (2015).

3. J. Bass, M. A. Lazar, Circadian time signatures of fitness and disease. Science 354, 994–999
(2016).

4. J. S. Takahashi, Transcriptional architecture of the mammalian circadian clock. Nat. Rev. Genet. 18,
164–179 (2017).

5. C. Scheiermann, J. Gibbs, L. Ince, A. Loudon, Clocking in to immunity. Nat. Rev. Immunol. 18,
423–437 (2018).

6. R. Allada, J. Bass, Circadian mechanisms in medicine. N. Engl. J. Med. 384, 550–561 (2021).
7. S. Sato et al., Circadian reprogramming in the liver identifies metabolic pathways of aging. Cell

170, 664–677.e11 (2017).
8. S. Masri et al., Lung adenocarcinoma distally rewires hepatic circadian homeostasis. Cell 165,

896–909 (2016).
9. A. Kohsaka et al., High-fat diet disrupts behavioral and molecular circadian rhythms in mice. Cell

Metab. 6, 414–421 (2007).
10. M. J. Prasai et al., Diurnal variation in vascular and metabolic function in diet-induced

obesity: Divergence of insulin resistance and loss of clock rhythm. Diabetes 62, 1981–1989
(2013).

11. P. S. Cunningham et al., Targeting of the circadian clock via CK1δ/ε to improve glucose
homeostasis in obesity. Sci. Rep. 6, 29983 (2016).

12. M. Murakami et al., Gut microbiota directs PPARγ-driven reprogramming of the liver circadian
clock by nutritional challenge. EMBO Rep. 17, 1292–1303 (2016).

13. K. A. Dyar et al., Atlas of circadian metabolism reveals system-wide coordination and
communication between clocks. Cell 174, 1571–1585; e1511 (2018).

14. J. Gibbs et al., An epithelial circadian clock controls pulmonary inflammation and glucocorticoid
action. Nat. Med. 20, 919–926 (2014).

15. J. E. Gibbs et al., The nuclear receptor REV-ERBαmediates circadian regulation of innate immunity
through selective regulation of inflammatory cytokines. Proc. Natl. Acad. Sci. U.S.A. 109, 582–587
(2012).

16. G. B. Kitchen et al., The clock gene Bmal1 inhibits macrophage motility, phagocytosis, and impairs
defense against pneumonia. Proc. Natl. Acad. Sci. U.S.A. 117, 1543–1551 (2020).

17. M. Pariollaud et al., Circadian clock component REV-ERBα controls homeostatic regulation of
pulmonary inflammation. J. Clin. Invest. 128, 2281–2296 (2018).

18. J. S. Smolen et al., Rheumatoid arthritis. Nat. Rev. Dis. Primers 4, 18001 (2018).
19. C. P. Chung et al., Prevalence of the metabolic syndrome is increased in rheumatoid arthritis and is

associated with coronary atherosclerosis. Atherosclerosis 196, 756–763 (2008).
20. J. T. Giles et al., Insulin resistance in rheumatoid arthritis: Disease-related indicators and

associations with the presence and progression of subclinical atherosclerosis. Arthritis Rheumatol.
67, 626–636 (2015).

21. L. E. Hand et al., The circadian clock regulates inflammatory arthritis. FASEB J. 30, 3759–3770
(2016).

22. M. G. Perry, J. R. Kirwan, D. S. Jessop, L. P. Hunt, Overnight variations in cortisol, interleukin 6,
tumour necrosis factor alpha and other cytokines in people with rheumatoid arthritis. Ann. Rheum.
Dis. 68, 63–68 (2009).

23. Q. Guo et al., Rheumatoid arthritis: Pathological mechanisms and modern pharmacologic
therapies. Bone Res. 6, 15 (2018).

24. A. Pelikan, H. Herzel, A. Kramer, B. Ananthasubramaniam, Venn diagram analysis overestimates
the extent of circadian rhythm reprogramming. FEBS J. 10.1111/febs.16095. (2021).

25. G. Wu, R. C. Anafi, M. E. Hughes, K. Kornacker, J. B. Hogenesch, MetaCycle: An integrated R
package to evaluate periodicity in large scale data. Bioinformatics 32, 3351–3353 (2016).

26. P. Janich, A. B. Arpat, V. Castelo-Szekely, M. Lopes, D. Gatfield, Ribosome profiling reveals the
rhythmic liver translatome and circadian clock regulation by upstream open reading frames.
Genome Res. 25, 1848–1859 (2015).

27. K. Uyeda, J. J. Repa, Carbohydrate response element binding protein, ChREBP, a transcription
factor coupling hepatic glucose utilization and lipid synthesis. Cell Metab. 4, 107–110 (2006).

28. K. Engholm-Keller et al., The temporal profile of activity-dependent presynaptic phospho-signalling
reveals long-lasting patterns of poststimulus regulation. PLoS Biol. 17, e3000170 (2019).

29. H. Inoue et al., Role of STAT-3 in regulation of hepatic gluconeogenic genes and carbohydrate
metabolism in vivo. Nat. Med. 10, 168–174 (2004).

30. I. Goldstein, V. Paakinaho, S. Baek, M. H. Sung, G. L. Hager, Synergistic gene expression during
the acute phase response is characterized by transcription factor assisted loading. Nat. Commun. 8,
1849 (2017).

31. M. Maceyka, S. Spiegel, Sphingolipid metabolites in inflammatory disease. Nature 510, 58–67
(2014).

32. E. Sokolowska, A. Blachnio-Zabielska, The role of ceramides in insulin resistance. Front. Endocrinol.
(Lausanne) 10, 577 (2019).

33. K. L. Eckel-Mahan et al., Reprogramming of the circadian clock by nutritional challenge. Cell 155,
1464–1478 (2013).

34. P. R. Somvanshi, M. Tomar, V. Kareenhalli, Computational analysis of insulin-glucagon signalling
network: Implications of bistability to metabolic homeostasis and disease states. Sci. Rep. 9,
15298 (2019).

35. S. Nielsen, F. Karpe, Determinants of VLDL-triglycerides production. Curr. Opin. Lipidol. 23,
321–326 (2012).

36. T. Goldkorn et al., Ceramide stimulates epidermal growth factor receptor phosphorylation in A431
human epidermoid carcinoma cells. Evidence that ceramide may mediate sphingosine action. J.
Biol. Chem. 266, 16092–16097 (1991).

37. L. M. DiPilato et al., The role of PDE3B phosphorylation in the inhibition of lipolysis by insulin.Mol.
Cell. Biol. 35, 2752–2760 (2015).

38. T. M. Poolman et al., Rheumatoid arthritis reprograms circadian output pathways. Arthritis Res.
Ther. 21, 47 (2019).

39. R. Fucho, N. Casals, D. Serra, L. Herrero, Ceramides and mitochondrial fatty acid oxidation in
obesity. FASEB J. 31, 1263–1272 (2017).

40. P. Hammerschmidt et al., CerS6-derived sphingolipids interact with Mff and promote
mitochondrial fragmentation in obesity. Cell 177, 1536–1552; e1523 (2019).

41. R Core Team, R: A Language and Environment for Statistical Computing (R Foundation for Statistical
Computing, Vienna, Austria, 2020).

42. E. Y. Chen et al., Enrichr: Interactive and collaborative HTML5 gene list enrichment analysis tool.
BMC Bioinformatics 14, 128 (2013).

43. M. V. Kuleshov et al., Enrichr: A comprehensive gene set enrichment analysis web server 2016
update. Nucleic Acids Res. 44 (W1), W90-7 (2016).

12 of 12 https://doi.org/10.1073/pnas.2112781119 pnas.org

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//w

w
w

.p
na

s.
or

g 
by

 9
4.

3.
18

9.
7 

on
 M

ay
 1

9,
 2

02
2 

fr
om

 I
P 

ad
dr

es
s 

94
.3

.1
89

.7
.

http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2112781119/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2112781119/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2112781119/-/DCSupplemental
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2112781119/-/DCSupplemental
http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE176095
http://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2112781119/-/DCSupplemental
http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD032723
https://doi.org/10.1111/febs.16095

