N

N

Cardiac GR Mediates the Diurnal Rhythm in
Ventricular Arrhythmia Susceptibility
Roman Tikhomirov, Robert Oakley, Cali Anderson, Yirong Xiang, Sami Al
Othman, Matthew Smith, Sana Yaar, Eleonora Torre, Jianying Li, Leslie
Wilson, et al.

» To cite this version:

Roman Tikhomirov, Robert Oakley, Cali Anderson, Yirong Xiang, Sami Al Othman, et al.. Cardiac
GR Mediates the Diurnal Rhythm in Ventricular Arrhythmia Susceptibility. Circulation Research,
2024, 134 (10), pp.1306-1326. 10.1161/CIRCRESAHA.123.323464 . hal-04524430

HAL Id: hal-04524430
https://hal.science/hal-04524430v1
Submitted on 10 Oct 2024

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.

Distributed under a Creative Commons Attribution 4.0 International License


https://hal.science/hal-04524430v1
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://hal.archives-ouvertes.fr

Circulation Research

ORIGINAL RESEARCH

Cardiac GR Mediates the Diurnal Rhythm in
Ventricular Arrhythmia Susceptibility

Roman Tikhomirov®; Robert H. Oakley; Cali Anderson;” Yirong Xiang, Sami Al-Othman®®, Matthew Smith@, Sana Yaar,
Eleonora Torre®, Jianying Li, Leslie R. Wilson, David R. Goulding®®, lan Donaldson®®, Erika Harno®®, Luca Soattin,

Holly A. Shiels®®, Gwilym M. Morris, Henggui Zhang, Mark R. Boyett'®, John A. Cidlowski, Pietro Mesirca®, Matteo E. Mangoni®,
Alicia D'Souza

BACKGROUND: Ventricular arrhythmias (VAs) demonstrate a prominent day-night rhythm, commonly presenting in the morning.
Transcriptional rhythms in cardiac ion channels accompany this phenomenon, but their role in the morning vulnerability to VAs and the
underlying mechanisms are not understood. We investigated the recruitment of transcription factors that underpins transcriptional
rhythms in ion channels and assessed whether this mechanism was pertinent to the heart's intrinsic diurnal susceptibility to VA.

METHODS AND RESULTS: Assay for transposase-accessible chromatin with sequencing performed in mouse ventricular myocyte
nuclei at the beginning of the animals’ inactive (ZTO) and active (ZT12) periods revealed differentially accessible chromatin
sites annotating to rhythmically transcribed ion channels and distinct transcription factor binding motifs in these regions.
Notably, motif enrichment for the glucocorticoid receptor (GR; transcriptional effector of corticosteroid signaling) in open
chromatin profiles at ZT12 was observed, in line with the well-recognized ZT 12 peak in circulating corticosteroids. Molecular,
electrophysiological, and in silico biophysically-detailed modeling approaches demonstrated GR-mediated transcriptional
control of ion channels (including Scn5a underlying the cardiac Na* current, Kcnh2 underlying the rapid delayed rectifier K*
current, and Gja1 responsible for electrical coupling) and their contribution to the day-night rhythm in the vulnerability to VA.
Strikingly, both pharmacological block of GR and cardiomyocyte-specific genetic knockout of GR blunted or abolished ion
channel expression rhythms and abolished the ZT12 susceptibility to pacing-induced VA in isolated hearts.

CONCLUSIONS: Our study registers a day-night rhythm in chromatin accessibility that accompanies diurnal cycles in ventricular
myocytes. Our approaches directly implicate the cardiac GR in the myocyte excitability rhythm and mechanistically link the
ZT12 surge in glucocorticoids to intrinsic VA propensity at this time.

GRAPHIC ABSTRACT: A graphic abstract is available for this article.
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(VA) is the most common cause of death worldwide,

given to account for 15% to 20% of all deaths.’
Intriguingly, epidemiological studies have shown that sud-
den death and VA presentation demonstrate a prominent
time-of-day dependence, being more common in the
morning on waking.2 A diurnal rhythm in VA is apparent
in both ischemic and nonischemic heart diseases and in

SUdden cardiac death due to ventricular arrhythmia

heritable and acquired arrhythmia syndromes,®° implying
the salient participation of certain circadian factors in VA
onset. Two primary mechanisms may reasonably be con-
sidered to underpin diurnal rhythms in VA susceptibility:
(1) acute (e, short-term) modulation of cardiac electro-
physiology through neurohumoral factors such as corti-
sol and sympathetic signaling,’®"" which show a robust
day-night rhythm, peaking at or immediately before the
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GR Control of Diurnal Cardiac Excitability Rhythms

Novelty and Significance

What Is Known?

+ The incidence of ventricular arrhythmia (VA) and sud-
den cardiac death exhibits a diurnal rhythm (morning
peak) for which the underlying cause is uncertain.

* Rhythmic expression of selected ion channels driven
by circadian clock transcription factors has been linked
to diurnal changes in cardiac electrical excitability.

What New Information Does This Article

Contribute?

* Mouse plasma corticosterone peaks in the biological
morning resulting in increased binding to the gluco-
corticoid receptor (GR) in ventricular cardiomyocytes,
increased GR translocation to the nucleus, increased
GR binding to open chromatin profiles of key ion chan-
nels such as Scnba and Kcnh2, and consequently
increased expression of the ion channels and corre-
sponding ionic currents, || _and |,.

* Mice exhibit an analogous morning peak in VA sus-
ceptibility, and biophysically detailed computer model-
ing shows that this is attributable to day-night rhythms
in SCNBA and KCNH2, their corresponding ionic cur-
rents, I, and |, and rhythmic expression of the gap
junction protein Connexin 43.

+ Systemic GR antagonism or cardiac-specific knock-
out of the GR abolished the day-night transcriptional
rhythms in SCNBA, KCNH2, and Connexin 43 and the
morning propensity to VA,

Epidemiological studies have demonstrated that the
risk of VA is not constant throughout the day but
instead occurs in a circadian pattern with a prominent
peak in the morning hours and a sleep time nadir. In
this study, we introduce the cardiac GR as a new and
critical player in the timing mechanism responsible for
the intrinsic VA propensity of the heart. We demon-
strate that GR nuclear translocation and recruitment to
precise and evolutionarily conserved open chromatin
profiles in the biological morning determine a proar-
rhythmic electrophysiological substrate due, in part,
to transcriptional control of 2 ion channels (SCNBA
and KCNH2) and a gap junction protein (Connexin
43) essential to cardiac conduction and repolariza-
tion in human hearts. Pharmacological block of the GR
or cardiomyocyte-specific knockdown of GR signal-
ing abrogated ion channel rhythms and subsequently
morning VA propensity, indicating GR targeting as a
potential new chronotherapeutic strategy to suppress
VA occurrence.

Nonstandard Abbreviations and Acronyms

APD,_ action potential duration at 90%
repolarization

assay for transposase-accessible
chromatin with sequencing
cardioGRKO cardiomyocyte-specific glucocorticoid
receptor knockout

ATAC-seq

DA differentially accessible

DEG differentially expressed gene

GR glucocorticoid receptor

TF transcription factor

VA ventricular arrhythmia

ZT0 time of lights on, start of sleep period
ZT12 time of lights off, start of awake period

onset of activity, and (2) day-night changes in the cardiac
electrophysiological substrate due to a day-night rhythm
in the expression of key ion channels that determine the
ventricular action potential. The latter mechanism has
received attention in recent years, and studies in rodent
models have demonstrated that day-night rhythms in
the electrophysiological properties of the heart (eg,

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464

heart rate, QT interval, and action potential parameters)
are accompanied by rhythmic expression of at least 10
different cardiac ion channels or regulatory subunits,
including the Na* channel (Scnab' underlying INa), a
Ca?* channel (Cacnalc'® lCa,L)’ K* channels (Kcnd?2 and
KChIP2]'* Kcnab,"® and Kcnh2'® underlying |, IKM, and
|,.), @ hyperpolarization-activated cyclic nucleotide—gated
channel (Hen4;'7 1), and gap junction channels (Gja7 and
Gjab'® underlying electrical coupling). However, in terms
of the corresponding ionic currents, day-night rhythms
have only been reported in I, " and I, "® thus far, and
how the summation of day-night rhythms in multiple ion
channel subunits impacts the ventricular action potential
and the electrophysiological substrate that underpins the
VA propensity at the start of the awake period is cur-
rently unexplored.

Endogenous transcriptional rhythms in ion channels
and other proteins essential for normal cardiomyocyte
function currently are understood to be orchestrated by a
molecular oscillator mechanism (circadian clock) compris-
ing transcription-translation feedback loops that cycle with
a periodicity of 24 hours. In relation to the day-night con-
trol of cardiac electrical activity, the role of Bmall (basic
helix-loop-helix ARNT-like protein 1), a transcription factor
(TF) that heterodimerizes with the TF circadian locomotor
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output cycles kaput (CLOCK) to activate gene expres-
sion, has been emphasized. Through mechanisms that are
not fully understood, cardiomyocyte-specific knockout of
Bmal1 has been reported to dampen day-night rhythms in
the transcription of ion channels and Ca**-handling mol-
ecules in the ventricles''5'% and also reduce the density
of I.,"? and I,..'® Although such loss-of-function studies in
cardiomyocyte-specific circadian clock TF knockout mice
have become a gold standard for demonstrating circadian
control of cardiac electrical activity, studies in extra-cardiac
tissues have revealed a complex regulatory mechanism in
which clock TF-DNA binding is required but is not suf-
ficient for transcriptional activation and that other factors,
including favorable reorganization of chromatin structure,
enhancer-enhancer interactions, and differential recruit-
ment of nonclock TFs to tissue-specific accessible chro-
matin, play important roles.2>-2

In this study, we set out to explore, for the first time, chro-
matin accessibility and unbiased TF involvement in day-night
rhythms in ventricular myocytes and to assess the func-
tional relevance of this regulation for the intrinsic excitability
rhythms in the ventricles. Assay for transposase-accessible
chromatin with sequencing (ATAC-seq) combined with
molecular, electrophysiological, in silico, pharmacological,
and transgenic tools led us to identify a new role for the
cardiac glucocorticoid receptor (GR; transcriptional effec-
tor of glucocorticoid steroid hormone cortisol?® in humans/
corticosterone in mice) as an important endocrine media-
tor of day-night rhythmicity in the heart. We demonstrate
day-night patterns in genome-wide chromatin accessibility
in ventricular myocytes and that GR recruitment to distinct
evolutionarily conserved sites in open chromatin profiles
likely mediates rhythmic transcription of ion channel sub-
units underpinning | and |, that are critical to conduc-
tion and repolarization in the ventricles. Importantly, we
mechanistically link these changes to the intrinsic day-night
rhythmicity in arrhythmia propensity, highlighting a new and
fundamental role for a noncanonical circadian clock TF in
the temporal control of ventricular excitability.

METHODS
Data Availability

Full methodological details are given in the Supplemental
Material. Data supporting the findings of this study are avail-
able from the corresponding authors upon reasonable request.
Please see the Major Resources Table in the Supplemental
Materials.

RESULTS

Differential Chromatin Accessibility Across the
Day-Night Cycle in Ventricular Myocytes

As ~95% of TFs bind in open chromatin regions,?¢?” we
performed ATAC-seq that enables the identification of

1308  May 10, 2024
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genome-wide open chromatin profiles and an unbiased
view of TF binding motifs enriched in these regions
(Figure 1A). ATAC-seq libraries were generated from
myocyte nuclei isolated from adult male C57BL/6J
mouse left ventricles harvested at the time of lights off,
start of awake period (ZT12, active phase in noctur-
nal mice housed under standard light-dark conditions)
and compared with nuclei isolated from the left ven-
tricle collected at the time of lights on, start of sleep
period (ZTO, the inactive phase in mice). The selection
of these time points was based on previous work that
identified increased intrinsic VA vulnerability at ZT12
versus ZTO' in mice, mirroring the early morning peak
in the occurrence of VA and sudden cardiac death in
humans. Pericentriolar Material 1 labeling®® followed by
fluorescent-activated cell sorting was applied to purify
the myocyte nuclei fraction (Supplemental Material; Fig-
ure S1) from 2 biological duplicates per time point. Each
duplicate comprised 3 pooled left ventricle biopsies. Al
ATAC-seq libraries showed a high degree of concor-
dance overall (Figure S11). An average of =100 000
regions of accessible chromatin (ie, ATAC-seq peaks)
per replicate per time point were identified, which overall
annotated to similar genomic regions. Differential analy-
sis using DiffBind (P<2.09x 1073, false discovery rate—
corrected A<0.1) revealed 1111 peaks with significant
quantitative differences at the 2 time points, and, intrigu-
ingly, 83% were more accessible at ZT12 (Figure 1A).
Figure 1B (top) shows that consistent with previous
studies examining chromatin dynamics in noncardiac
tissues,?6393' the majority of differentially accessible
(DA) regions were intronic (39%) followed by promoter
(26%) and intergenic (24%) regions. All DA regions
were located within 500 kb from the nearest transcrip-
tional start site, in line with potential regulatory roles
(Figure 1B, lower). Comparison with a publicly available
chromatin immunoprecipitation sequencing data set®?
for H3K27ac or acetylation of the lysine residue at the
N-terminal position 27 of the histone H3 protein in adult
mouse hearts, demonstrated that 74% of DA regions
overlapped with H3K27ac marks commonly borne
by active enhancers, further indicating their potential
importance as regulatory elements (data not shown).
Annotation of DA regions to candidate genes followed
by gene ontology analysis conducted using Genomic
Regions Enrichment of Annotations Tool (GREAT)%*
revealed significant (false discovery rate <0.05, Bino-
mial test) enrichment of key processes regulating con-
tractility, Ca?*-handling, and electrical activity at ZT12
(Figure 1C, bottom), in line with greater physiological
demand at this time point and aligning with the view that
biological tasks are preferentially confined to specific
phases over a 24-hour period.* On the other hand, DA
chromatin regions enriched at ZTO were annotated to
biological processes associated with signaling cascades
and cell development (Figure 1C, top).
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Figure 1. Day-night variation in chromatin accessibility in ventricular cardiomyocyte nuclei.

A, Heatmap depicting 1111 day-night differentially accessible (DA) chromatin regions from assay for transposase-accessible chromatin

with sequencing (ATAC-seq) performed in PCM 1+ mouse left ventricular myocyte nuclei. Two independent biological replicates per time

point are shown, and each replicate was composed of left ventricle samples pooled from 3 mice. Regions annotating to core circadian clock
transcription factors (TFs) and genes essential for ventricular excitability or contractility are highlighted; in some cases (those highlighted in red),
gPCR confirmed that transcript expression demonstrated a 24-hour rhythm (JTK_CYCLE-adjusted £<0.05) and peak expression coincided
with the time point (ZTO or ZT12) where chromatin was more accessible. B (Top), Pie chart of genomic region annotation for DA peaks
(promoter=—1/40.1 kb of transcription start site [TSS]). B (Bottom), Histogram denoting distance of ATAC-seq peaks to the associated TSS. C,
Enrichment dot plots for gene ontology (GO):biological process pathways annotated from DA peaks more accessible at ZTO and ZT12. Selected
terms relevant to cardiomyocyte function are given. Gene count enriched in the pathway is denoted by dot diameter, and dot color shows the
pathway enrichment significance. All presented pathways were significantly enriched (Binomial test, false discovery rate [FDR]-adjusted P<0.05).
D, Histogram of gene expression phase for rhythmic genes (JTK_CYCLE-adjusted £<0.05; from Zhang et al?®) in which DA chromatin regions
were identified at (top) ZTO and (bottom) ZT12. BP indicates biological process; MAPK, mitogen-activated protein kinase; PKC, protein kinase
C; gPCR, quantitative polymerase chain reaction; ZT, zeitgeber time; ZTO, time of lights on; and ZT12, time of lights off.

To assess whether transcripts annotating to DA
regions demonstrated day-night rhythms, we intersected
our ATACseq data with high-resolution time-series DNA
microarray data for 24 214 transcripts in mouse heart
collected under constant dark conditions generated by
Zhang et al?® available via the open-source platform Cir-
caDB. Of the genes with DA chromatin profiles identi-
fied in this study, 37% had a significant day-night rhythm
in the corresponding transcript (JTK_CYCLE®® adjusted

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464

P<0.05). Considering the genes with greater chromatin
accessibility at ZTO, 56% demonstrated broad phase
alignment between accessibility and transcript expres-
sion, that is, maximal expression during the early light
period (ZT0-4) or the late dark period (=ZT20-23;
Figure 1D, top). Greater coherence between chromatin
accessibility and transcript expression was determined
at ZT12 when 80% of genes with greater accessibil-
ity were associated with maximal transcript expression
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in the early mid-dark period between =ZT12 and ZT18
(Figure 1D, lower). Time-of-day—dependent changes
in selected transcripts (highlighted in red in Figure 1A)
likely to be or known to be involved in the cardiac elec-
trical excitability rhythm or the cardiomyocyte clock
were investigated in further detail by carrying out gPCR
(quantitative polymerase chain reaction) at 6 time points
over a 24-hour period; once again, there was alignment
between chromatin accessibility and peak transcript
expression. These include cardiac ion channels (Scnba
and Kcnh2), circadian clock TFs (Per2, Dbp, and Hif), and
the zinc-finger DNA binding TF KIf15 (key player in car-
diac day-night rhythms), which peak at ~ZT12, and the
core circadian clock gene, Bmal1, and the gap junction
channel Gja1 (Cx43), which peak at ZTO (Figure S2). It is
concluded that chromatin accessibility at predominantly
promoter distal sites accompanies expected day-night
transcript expression profiles of core circadian clock
genes, key ion channels, and a TF previously known to
be involved in day-night rhythms in the ventricles.

GR Motif Enrichment in DA Regions

To identify candidate TFs involved in transcriptional
rhythms, we performed motif enrichment analysis on all
DA regions using the Cistrome platform based on the
Galaxy open-source framework.*® Consensus motifs for
several TF families were identified in DA regions, and
a comparison with CircaDB showed that the transcript
expression of many of the associated TFs demonstrated
day-night rhythms in the mouse heart (Figure 2A).
At both time points, enrichment for MEF2 (myocyte-
specific enhancer factor-2) motifs within the MADS-box
family was observed, consistent with its enrichment in
cardiomyocyte-specific open chromatin profiles.® Inter-
estingly, immediate early gene TF (eg, FOS [protein
c-Fos] and JUN) motifs were enriched at ZTO, whereas
TF motifs belonging to the Hormone Nuclear Receptor
family (NR3C1, the GR, and NR3C2, the mineralocor-
ticoid receptor) and Leucine zipper PAR-bZip family of
D-box binding circadian clock output TFs (DBP [albumin
D-binding protein], HLF [hepatic leukemia factor], TEF
[thryotroph embryonic factor]) were overrepresented at
ZT12. The enrichment of motifs for D-box binding TFs at
ZT12 was in line with previous studies of D-box enhancer
activity®® and with the known day-night expression of
genes encoding these TFs (eg, Dbp and HiIf, Figure S2).

We hypothesized that TFs corresponding to these dif-
ferentially enriched motifs may have implications for day-
night gene expression patterns and rhythmic changes in
ventricular electrical excitability as a consequence. We
focused efforts on the GR—the most abundant and sta-
tistically significant (binomial test; P=1.00 x107%9) can-
didate TF consensus sequence enriched in ZT12 DA
regions. The GR is a ligand-gated TF that, on glucocorti-
coid (ie, cortisol in humans and corticosterone in rodents)

1310  May 10,2024

GR Control of Diurnal Cardiac Excitability Rhythms

binding, enters the nucleus to modulate transcription by
binding to glucocorticoid response elements in promot-
ers or enhancers of target genes*® including ion chan-
nels.*'*? Because glucocorticoid secretion follows a
pronounced circadian profile, peaking at the onset of the
awake period in both diurnal (eg, humans) and noctur-
nal (eg, mice)*® animals and GR activation by exogenous
administration of the synthetic glucocorticoid dexa-
methasone phase resets clock genes in the heart**;
we reasoned that the GR was ideally placed to medi-
ate excitability timing cues both by direct regulation of
ion channel transcription and indirectly through the local
clock. To assess this, we first examined whether the GR
exhibited a day-night variation in nuclear translocation.
GR immunofluorescence analysis was performed on left
ventricular free wall sections derived from hearts har-
vested at ZTO and ZT12 (4 hearts per group; Figure 2B).
Consistent with our motif analysis, the number of GR*
nuclei (GR*DAPI* labeling) was significantly increased
in hearts isolated at ZT12 versus ZTO, and there was a
trend (P=b.71x1072?) toward an increase in fluorescent
intensity of nuclear GR labeling at ZT12 compared with
ZT0 (Figure 2B, right). Experiments were performed to
confirm a 24-hour rhythm in GR nuclear translocation by
analyzing GR nuclear labeling in hearts collected at ZTO,
four hours after lights on (ZT4), eight hours after lights
on (ZT8), ZT12, four hours after lights off (ZT16) and
eight hours after lights off (ZT20). A pronounced diur-
nal rhythm in the number of GR* nuclei (JTK_CYCLE-
adjusted P=b.78x10™%) and GR labeling intensity
(JTK_CYCLE-adjusted P=1.32x1072) was determined
(Figure S3) with a peak at ZT12, in line with the peak of
the 24-hour rhythm in the availability of the endogenous
GR ligand corticosterone (cf. Figure 5B). Next, to asso-
ciate the GR with mediators of cardiac electrical activity,
we correlated GR binding sites identified in motif analy-
sis with annotated genes. A GR binding region within 10
kb upstream or 10 kb downstream of the gene structure
was considered associated with that gene and possibly
has a regulatory influence on that gene’s transcription.
We intersected that data set (421 genes) with a publicly
available GR chromatin immunoprecipitation sequenc-
ing data set® in which GR binding sites in 6344 genes
were identified on dexamethasone treatment in neonatal
rat ventricular cardiomyocytes (>2-fold enrichment ver-
sus control). A schematic diagram of this comparison is
shown in Figure 2C from which a set of 212 genes with
ChIP-identified GR binding sites demonstrated greater
chromatin accessibility and GR motif enrichment at
ZT12. Gene ontology analysis of this gene set revealed
significant enrichment of processes highly relevant to
rhythms in ventricular activity, including the circadian
clock and cardiac muscle contraction (Figure 2D). Nota-
ble components of these enriched pathways included
(1) ion channel transcripts, Scnba and Kcnh2, which are
transcribed rhythmically, known to underpin ventricular

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464
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Figure 2. GR enrichment at ZT12.

A, Columns show significantly enriched transcription factor (TF) motifs (color-coded to denote TF family) colored from yellow to purple with yellow
being the most significant (SeqPos Z score, Binomial test). The number of binding sites was similarly colored with yellow denoting a greater
number of sites. TFs associated with enriched motifs in which day-night rhythmicity has been previously established?® are highlighted with a
checkmark. _1 denotes instances where >1 consensus motif for a particular TF was identified. B (Left), Representative GR immunofluorescent
labeling of 10-um sections of mouse left ventricular biopsies isolated at ZTO and at ZT12. Cardiomyocytes were identified by wheat germ
agglutinin staining and analyzed for GR nuclear localization (red signal) relative to the DAPI label (blue signal; 4 hearts per time point, 65
ventricular myocytes per animal analyzed. Scale bar, 20 pm. B (Right), Summary data derived from images in (B, left) show (1) the (Continued)

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464 May 10,2024 1311



-
(=]
(-
=T
Ll
(o]
[y
(-
—
=T
=
=
(==
(—]

Tikhomirov et al

myocyte excitability and repolarization, and have been
investigated extensively in the context of life-threatening
drug—induced and inherited arrhythmia syndromes,*~*°
and (2) established GR targets, Per2 (a core clock TF)%®
and KIf15°" a TF that is linked to ventricular day-night
rhythms. To directly address GR occupancy within pre-
dicted motifs for these targets of interest, GR ChIP
followed by qPCR was performed in mouse ventricular
biopsies harvested at ZTO and ZT12 (3 biological rep-
licates per time point) using primers spanning our com-
putationally predicted 15-bp GR consensus sequence
motifs centered on the transcription start site of each
candidate target gene (primer sequences given in the
Supplemental Material). Genomic segments bearing
GR consensus sequence motifs were also aligned with
the corresponding segment of the human genome. Fig-
ure 2E shows ATACseq open chromatin profiles show-
ing the location of evolutionarily conserved GR motifs
for which significant ChIP enrichment versus control
(negative control primer pair that amplifies regions in a
gene desert on chromosome 6, Untr6) was determined.
Consistent with previous studies in the mouse hepatic
system, Figure 2E (right) shows GR occupancy at the
Per2 locus within a predicted intronic region 22.8 kb
downstream from the transcription start site. This region
has been previously verified to be the functional site by
which the GR exerts control over Per2 transcriptional
rhythmicity with continuous GR occupancy over the day-
night cycle.® At the Kenh2locus, motif analysis identified
2 GR binding sites, and we observed significant ChIP
enrichment for the conserved site located +1.2 kb from
the transcription start site (Figure 2E, left). Similarly, we
identified 3 putative GR binding sites on the Scnba locus
and verified significant GR occupancy versus control at
the (conserved) site located 5 kb upstream from the
transcription start site (Figure 2E, middle). For these
genes and also KIf15 (Figure S4), GR binding tended
to mirror greater ligand availability at ZT12. These data
indicate resonance between the oscillating systemic glu-
cocorticoid signal and expression patterns of genes per-
tinent to cardiomyocyte excitability, linked by GR binding

GR Control of Diurnal Cardiac Excitability Rhythms

to evolutionarily conserved sites enriched in chromatin in
which there is greater accessibility at ZT12 versus ZTO.

Predicted Proarrhythmic Consequences of
the Day-Night Variation in lon Channels With
Functional GR Binding Sites

Direct transcriptional targeting of Scnba and KenhZ2 is
a potential mechanism by which the GR could mediate
rhythmic ventricular myocyte excitability. Although rhyth-
mic transcription of Scnba and Kcnh2 (Figure S2) has
been reported previously,'>'%?® whether protein levels of
these channels demonstrate daily rhythms is currently
unknown, and functional data demonstrating a day-night
rhythm in the density of the corresponding ionic currents
are lacking. The circadian phases of protein abundance
are frequently distinct from the phases of corresponding
transcripts®2°3; for example, protein abundance may peak
hours before mMRNA abundance,®® explained by rhythms
in phase, amplitude, and average rate coefficients of
processes that underpin both protein production and
degradation (protein half-life).5* Protein expression of
SCNBA/Na 1.5 and KCNH2/K 11.1 was assessed by
western blotting in left ventricular biopsies harvested at 6
time points at 4-hour intervals over a 24-hour cycle. Rep-
resentative blots are shown in Figure 3A and 3F. Protein
expression (normalized to total protein and to the ZTO
value to enable comparison between blots) is plotted
against time in Figure 3B and 3G. Although there was
no appreciable 24-hour rhythm in SCNBA accumulation,
protein expression at ZTO was significantly higher than
that at ZT12 (Figure 3B, right). Inmunolabeling experi-
ments using antibodies against SCNSA were performed
to further investigate the apparent increase in SCNDBA at
ZT0 versus ZT12. Analysis of SCNBA® labeling in 1227
ventricular cardiomyocytes in 20 sections from 4 mice
(5 sections per mouse) at ZTO compared with 985 ven-
tricular cardiomyocytes analyzed in 20 sections from 4
mice (5 sections per mouse) indicated a trend toward
increased SCNDBA* cell membrane labeling at ZTO com-
pared with ZT12 (Figure SBA and SBB) although the

Figure 2 Continued. percentage of GR* nuclei relative to the total number of DAPI* cardiomyocyte nuclei analyzed and (2) the signal intensity
of GR labeling. Pvalue shown (Mann-Whitney U test). C, Venn diagram denoting 212 high-confidence GR targets obtained by intersecting
assay for transposase-accessible chromatin with sequencing (ATAC-seq) with GR chromatin immunoprecipitation sequencing (ChIP-seq)®” data.
D, Gene ontology (GO):biological process enrichment for 212 putative GR target genes derived from (C). (Binomial test, false discovery rate
[FDR]-adjusted A<0.05.) E (Top), UCSC genome browser tracks of open chromatin regions at Kcnh2, Scnba, and Per2 loci. Y axis scale=0

to 5 counts per million reads for Kenh2 and Scnba and O to 3 counts per million reads for Per2. Arrows denote predicted and subsequently
ChlIP-verified evolutionarily conserved GR binding motifs within differentially accessible (DA) regions. E (Middle), GR ChIP-qPCR assay testing
GR occupancy of predicted genomic sites at Kcnh2, Scnba, and Per2 using chromatin from mouse left ventricle biopsies harvested at ZTO and
ZT12 (n=3 per time point). ChIP enrichment for sites of interest and negative control shown. Each point is an independent biological replicate.
Data were normalized for primer efficiency by carrying out gqPCR for each primer pair with input DNA isolated and pooled from all samples. The
arrow denotes sites with significant ChIP enrichment relative to negative control. Pvalue is shown (Kruskal-Wallis test with the Dunn multiple
comparisons test). E (Bottom), Sequence conservation of GR-occupied sites at Kcnh2, Scnba, and Per2. Aligned human GR sites were
obtained from the UCSC Genome Browser. Nonconserved bases are highlighted in red. BP indicates biological process; DAPI, 4’,6-diamidino-
2-phenylindole; dex, dexamethasone; GR, glucocorticoid receptor; gPCR, quantitative polymerase chain reaction; UCSC, University of California
Santa Cruz; WGA, wheat germ agglutinin; ZTO, time of lights on; and ZT12, time of lights off.
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Figure 3. Functional consequences of the day-night rhythm in GR target genes.

A, Representative SCNBA western blot from left ventricular free wall biopsies isolated at ZTO, ZT4, ZT8, ZT12, ZT16 and ZT20. Corresponding
stain-free total protein gel was used for quantification and is shown in (bottom). B (Left), SCNSA protein expression from western blots. Data
are from n=4 mice per time point and pooled from 2 sets of independent experiments. In this and all similar graphs, light and dark phases are
indicated by the horizontal bars. Protein expression is normalized to that at ZTO. SCNBEA mRNA abundance (red symbols) from Figure S2 is
overlaid for comparison of the mMRNA and protein time courses. B (Right), western blot data showing SCNBA expression from n=4 mice per time
point at ZTO and ZT12. Pvalue derived from the Mann-Whitney U test is given. C, Representative traces of |, in isolated ventricular myocytes

at (left) ZT0 and (right) ZT12 evoked by depolarizing pulses shown in the inset (top). D, Current-voltage relationships for I . at ZTO (open
circles) and ZT12 (filled circles) fitted by employing the Boltzmann relation: |, =G __ (V=V_)/{1 +exp[(Vo‘5yaCt—V)/s]}, where V_ is the extrapolated
reversal potential, V is the membrane test potential, I, is the current at given voltage, G__ is the cell maximum conductance, V., is the voltage
for half current activation, and s is the slope factor of the Boltzmann relation. Each point represents the meantSEM of 13 cells from 3 mice

at each time point. Pvalues from linear effects mixed model followed by the Sidak multiple comparisons test given in the inset. E, Mean+SEM

.. peak density at holding potentials of =30 and —35 mV. Pvalue was computed from a nested t test. F, Representative KCNH2 western blot
from left ventricular free wall biopsies isolated at ZTO, ZT4, ZT8, ZT12, ZT16, and ZT20. Corresponding stain-free total protein gel was used for
quantification and is shown in (bottom). G (Left), KCNH2 protein expression from western blots. Data are from n=4 mice per time point. Protein
expression is normalized to that at ZTO. KCNH2 mRNA abundance (red symbols) from Figure S2 is overlaid for comparison of the mRNA and
protein time courses. G (Right), western blot data showing KCNHZ2 expression from n=4 mice per time point at ZTO and ZT12. Pvalue derived
from the Mann-Whitney U test is given. H, Representative traces of |, defined as E-4031 sensitive current at ZTO and ZT12. Insets show |, tails
on current reactivation. Corresponding current-voltage relationships for |, measured at the end of the depolarizing pulse (END) are shown in (I),
and |, measured at the peak of the tail (tail) on reactivation is shown in (J). Data are from n=3 mice at ZTO (open circles) and n=3 mice at ZT12
(filled circles). Each point represents the meantSEM of 8 cells at ZTO and 9 cells at ZT12. Pvalues from the linear effects mixed model followed
by the Sidak multiple comparisons test are given. GR indicates glucocorticoid receptor; ZTO, time of lights on; ZT4, four hours after lights on; ZT8,
eight hours after lights on; ZT12, time of lights off; ZT16, four hours after lights off; and ZT20, eight hours after lights off.

difference did not achieve statistical significance. In the  variation in SCNBA and KCNH2 protein expressions,
case of KCNHZ2, a distinct 24-hour rhythm was dis-  we performed patch-clamp recordings from myocytes
cernible (JTK_CYCLE-adjusted P=1.61x107%) with a isolated at ZTO and ZT12. At ZT12, the peak density of
~4-hour delay appreciable in the mRNA peak at ZT12 | at a test potential of =30 mV was reduced by ~42%

and the protein peak at ZT16 (Figure 3G, left). To assess ~ in comparison to that observed at ZTO (Figure 3C—-3E),
the functional relevance of the observed day-night  qualitatively consistent with the changes in protein
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described above. In contrast, the E-4031-sensitive |,
density measured at the end of the depolarizing pulse
was ~150% higher at ZT12 than at ZTO (Figure 3H-3J),
once again in line with the rhythm in protein expression of
KCNH2. There was no statistically significant difference
in the density of 4-aminopyridine-sensitive |, or TEACI-
sensitive 1,°° at ZTO and ZT12 in this study although
there was a trend toward an increase in the density of |
at ZT12 at positive voltages (Figure S6). It is concluded
that there are functionally relevant day-night differences
in the expression levels of SCNBA and KCNH2.

We addressed the combined impact of measured
and previously reported day-night rhythms (Table S1) in
| |Ca,L’ los IKJ, l\acer @nd electrical coupling (determined
by a day-night rhythm in Cx43; Table S1; Figures S2
and SbC and SBD) on the ventricular action potential
and vulnerability to reentry using biophysically-detailed

GR Control of Diurnal Cardiac Excitability Rhythms

computer modeling. The mouse ventricular action poten-
tial model described by Morotti et al®® was used to
simulate excitation at ZTO. At ZT12, the maximal ionic
conductances were scaled (as shown in Table S2) based
on the observations presented in Table S1. At ZT12, it
is predicted that the maximum upstroke velocity of the
action potential is slowed and the action potential ampli-
tude reduced (Figure 4A and 4B; Table S3) as a result
of the reduced density of |, at ZT12. Action potential
duration at 90% repolarization (APD,,) is predicted to
be shorter at ZT12 (Figure 4A; Table S3), which can be
seen more clearly in the restitution curves (Figure 4C).
The decrease in APD, at ZT12 is consistent with what is
seen experimentally (Table S4). As a result of the reduc-
tion in maximum upstroke velocity of the action poten-
tial and also Gjal at ZT12, the conduction velocity is
predicted to be reduced at ZT12 (Figure 4D; Table S3).
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Figure 5. Effect of chronic pharmacological GR block on ion channel rhythms and ventricular arrhythmia (VA) susceptibility.

A, RU486 dosing strategy and experimental design (n=5 mice per group for all parameters). B, Plasma corticosterone measured using ELISA
from blood samples collected at ZT0, ZT4, ZT8, ZT12, ZT16 and ZT20 following 4 days of vehicle (left) or RU486 (right) intraperitoneal
injection. In this and all similar figures, a significant day-night rhythm (as determined by JTK_CYCLE; Pvalue shown) is denoted by the fitted
sine wave (solid line). C, Summary data derived from immunofluorescent labeling studies showing the percentage of GR* nuclei relative to the
total number of DAPI* cardiomyocyte nuclei analyzed at ZT0, ZT4, ZT8, ZT12, ZT16, and ZT20 in the vehicle (black) and RU486-treated (red)
hearts. Data in the RU486 group were not rhythmic (JTK_CYCLE P value shown), but data are fitted with a sine wave for visual aid (dotted line).
D, Expression of GR target genes measured by gPCR in mouse left ventricle biopsies at ZTO, ZT4, ZT8, ZT12, ZT16, and ZT20 following 4 days
of vehicle (black) or RU486 (red) administration. Expression normalized to jpo8 and Tbp. Data are normalized to control ZTO mean, and ZTO is
replotted as ZT24 as a visual aid. E, Representative ECG recordings of VA in vehicle-treated Langendorff-perfused mouse hearts triggered by
programmed electrical stimulation at ZT12 but not at ZTO and protection from pacing-induced VA in mice treated with 20-mg/kg RU486 daily
for 4 days before termination. S1 cycle length=98 ms and S2 to S10 cycle length=18 ms in representative records shown. F, Summarized VA
susceptibility given as a percentage of inducible VA in vehicle- and RU486-treated mice. The Pvalue shown was determined by a ? test. DAPI
indicates 4/,6-diamidino-2-phenylindole; GR, glucocorticoid receptor; gPCR, quantitative polymerase chain reaction; ZTO, time of lights on; ZT4,
four hours after lights on; ZT8, eight hours after lights on; ZT12, time of lights off; ZT 16, four hours after lights off; and ZT20, eight hours after
lights off.

Vulnerability to arrhythmia was tested in a 1-dimensional
model of a string of ventricular cells (see detailed meth-
ods in the Supplemental Material). After stimulation at a
basic stimulus (S1-S1) interval, a premature S2 stimu-
lus after a variable interval was given. Figure 4E shows
2-dimensional plots of distance against time with the
membrane potential color-coded. The S1 action potential
(triggered at the basic stimulus interval) conducts at a
constant velocity. If the S2 stimulus is given within the

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464

refractory period at the stimulus site (short S2 stimu-
lus interval), no action potential is triggered (Figure 4E,
left). At an appropriate longer S2 stimulus interval, cells
at the stimulus site will no longer be refractory, and an
action potential will be conducted retrogradely but not
anterogradely because cells will still be refractory antero-
gradely (Figure 4E, center). The resultant unidirectional
block is known to be arrhythmogenic and able to initiate
a reentrant arrhythmia in a 2- or 3-dimensional network.

May 10,2024 1315


https://www.ahajournals.org/doi/suppl/10.1161/CIRCRESAHA.123.323464

-
=]
=
=
L
)
(78]
o=
—
=
=
=
=
S

Tikhomirov et al

At an appropriate even longer S2 stimulus interval, the
S2 action potential will conduct both anterogradely and
retrogradely because all cells will no longer be refractory
(Figure 4E, right); this is no longer arrhythmogenic. The
vulnerable window is the range of S2 stimulus intervals
giving a unidirectional block. Figure 4F (left) shows the
width of the vulnerability window; the width of the window
is greater at ZT12 than ZTO, and this means that the ven-
tricles will be more arrhythmogenic at ZT12. The volume

GR Control of Diurnal Cardiac Excitability Rhythms

of tissue able to sustain a reentrant wave of excitation
depends on the wavelength: the length of active tissue
(=APD, xconduction velocity). Our predictions indicate
that the wavelength is shorter at ZT12 (Figure 4F, right),
and, therefore, the mouse heart will be able to sustain
a reentrant arrhythmia more effectively. It is concluded
that the increased vulnerability to VA at ZT12'° (c.f. Fig-
ures bF and 6B) can be explained by the observed day-
night rhythm in ion channels.
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Figure 6. Cardiac-specific GR knockout modifies day-night rhythms in ECG parameters and arrhythmia susceptibility.

A, Representative ECG recordings of ventricular arrhythmia (VA) in Langendorff-perfused GR"" mouse hearts triggered by programmed electrical
stimulation at ZT12 and protection from pacing-induced VA at ZT12 in cardiomyocyte-specific GR knockout (cardioGRKO) mice. S1 cycle
length=98 ms and S2 to S10 cycle length=38 ms in representative records shown. B, Summarized VA susceptibility given as a percentage in
GR""and cardioGRKO mice. VA induction in 5 to 7 hearts/group (P value shown, %2 test). C, Representative heart rate data measured using
biotelemetry in GR"" and cardioGRKO mice (n=4 per genotype) over a 36-h period. Light and dark-shaded regions represent light and dark
phases. Data are fit with a standard sine wave. The adjusted P value denoting circadian rhythmicity (zero amplitude F test from the Cosinor

analysis) is given. D, Midline Estimating Statistic of Rhythm (MESOR) and amplitude of the heart rate rhythm computed by the Cosinor analysis

in GR"" and cardioGRKO mice (n=4/genotype). P value was determined by a Mann-Whitney U test. E through H, ECG intervals from telemetry
data measured at ZTO and ZT12 in GR"" and cardioGRKO mice (P values shown; 2-way ANOVA with the Tukey multiple comparisons test). GR
indicates glucocorticoid receptor; ZTO, time of lights on; and ZT12, time of lights off.
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Pharmacological GR Block Dampens lon
Channel Rhythms and the Day-Night Variation
in VA Susceptibility

Having identified a potential mechanism by which a day-
night rhythm in Scnba and Kcnh2 expression can con-
tribute to increased intrinsic ZT12 VA susceptibility, we
directly assessed GR involvement in this process. We
conducted experiments using the well-characterized
competitive GR antagonist RU486, which binds with
high affinity (dissociation constant <10=° M) to the GR
(and the progesterone receptor).?” Studies in humans
and animal models have shown that RU486 impedes
GR-mediated transcriptional responses by disrupting
GR-DNA binding, inhibiting the recruitment of coregula-
tory proteins, and promoting the recruitment of transcrip-
tional repressors.?”*® The half-life of RU486 has been
estimated at 20 to 30 hours,?*®" and guided by previous
efforts to chronically block the GR in mice, RU486 (20-
mg/kg body weight)®? was injected intraperitoneally 6
hours before the well-recognized circadian peak of cor-
ticosterone secretion in male mice at ZT12 for 4 days
(Figure BA). Measurement of circulating corticosterone
levels showed the expected diurnal rhythm in vehicle
control mice and a trend (F=711x102) for this pat-
tern in the RU486 group (Figure 5B) and that the dos-
ing strategy did not significantly modify the amplitude of
the day-night (ie, ZTO versus ZT12) rhythm in plasma
corticosterone (Figure S7). From immunolabeling experi-
ments, it was confirmed that with chronic GR blockade,
the 24-hour rhythm in GR translocation to the nucleus
(Figure S3) was no longer discernible (Figure 5C). The
impact of GR block on day-night rhythmicity of GR target
transcripts of interest identified above (eg, Per2 Kif15,
Scnba, and Kenh2) was assessed in gPCR experiments
on ventricular samples isolated at 4-hour intervals over
a 24-hour period. Figure 5D shows that in vehicle con-
trol mice, rhythmic variation in the expression the ion
channel transcripts, Kenh2 and Scnba, and the known
GR circadian clock gene target, Per2 were observed
(JTK_CYCLE-adjusted P value for the known GR gene
target gene KIf15 was 6.12x1072); expression levels
of these transcripts were higher at ZT12 relative to all
other time points assessed. Strikingly, GR block blunted
or abolished rhythmic expression in these transcripts
(Figure 5D), consolidating the functionality of conserved
GR motifs identified by our ATACseq studies (Figure 2E;
Figure S4) and demonstrating that Scnba and Kcnh2 are
bona fide targets of GR. Intriguingly, the rhythmic tran-
script expression of Bmall, the currently accepted driver
of transcriptional rhythms in Scnba and Kcnh2'?'® and
determinant of day-night VA susceptibility,'® was unaf-
fected by RU486 treatment (Figure 5D). These data,
combined with in silico predictions (Figure 4F), prompted
the hypothesis that suppression of ion channel rhythmic-
ity with GR blockade will dampen the day-night rhythm
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in VA susceptibility. To assess whether the GR block
abrogates the day-night variation in the electrophysi-
ological substrate that portends to increased ZT12 VA
susceptibility, extra stimulus pacing®® was applied to
trigger reentrant VA in Langendorff-perfused hearts
from vehicle- and RU486-treated mice. A drive train of
20 S1 stimuli at a 98-ms cycle length was followed by
an S2 to S10 train of extra stimuli starting with a cycle
length of 58 ms and decreasing to 8 ms in 10-ms inter-
vals with a 3 s gap between repeat periods of stimula-
tion. Representative recordings (Figure 5E) show that in
vehicle-treated mice, extra stimulus pacing—induced VA
susceptibility peaked at ZT12. At this time point, 4 out of
5 hearts developed VA, characterized by rapid and cha-
otic activation patterns exceeding 3 s in length, whereas
the same protocol applied at ZTO evoked VA in only 1
out of 5 hearts. Remarkably, chronic GR blockade with
RU486 abolished the ZT12 susceptibility to VA, wherein
5 out of 5 hearts tested were resistant to pacing-induced
VA. Summary data demonstrating a trend (P=5.78x1072)
toward higher occurrence of VA at ZT12 versus ZT0 and
significant protection from VA inducibility at ZT12 by pre-
treatment with RU486 are given in Figure bF. VAs could
not be evoked at ZT4, ZT8, ZT16, and ZT20 in either
group. Experiments were also performed to rule out
the possibility that GR activation triggers instantaneous
arrhythmia susceptibility (ie, through nongenomic mech-
anisms®) by treating mice with 1-mg/kg dexametha-
sone at ZTO and testing VA inducibility after 15 minutes.
VAs were not inducible in either group under these
conditions. Taken together, these findings demonstrate
that the GR regulates intrinsic cardiomyocyte excitability
rhythms in part at least by orchestrating rhythms in ion
channel gene transcription.

Cardiomyocyte-Specific Deletion of GR
Also Abolishes the Day-Night Rhythm in VA
Susceptibility

The finding that pharmacological GR blockade abrogated
the ZT12 VA susceptibility of the heart encouraged a
more detailed analysis of the role of the cardiomyo-
cyte GR in the heart's day-night rhythm. To this end, we
generated cardiomyocyte-specific GR knockout (car-
dioGRKO) mice by crossing GR" mice with aMHCC+
mice.®® Cardiomyocyte GR knockout in the left ventricle
was confirmed by RNAseq and gPCR (Figure S8), fol-
lowing which the day-night rhythm in VA susceptibility
was investigated. We applied programmed electrical
stimulation to Langendorff-perfused hearts isolated at
3 time points over the circadian cycle, ZTO, ZT6, and
ZT12. Figure 6A and 6B shows that GR"" mice, when
challenged with extra stimulus pacing, demonstrated
day-night variation in susceptibility to VA comparable to
that in wild-type mice (Figure 5F). In striking contrast,
cardioGRKO mice—akin to mice in which the GR was
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blocked pharmacologically—were resistant to triggered
VAs at ZT12. Programmed electrical stimulation pro-
voked VAs in 6 of 7 GR" hearts at ZT12, whereas the
same pacing protocols failed to elicit VAs in any of the 7
cardioGRKO mice tested at this time point (Figure 6B).
In sum, these data consolidate a new and specific role for
the GR in the day-night rhythm in VA susceptibility.

As an aside, the ECG recorded in conscious and unre-
strained mice by implantation of radiotelemetry devices
revealed significant changes to the day-night variation in
various ECG parameters in cardioGRKO mice compared
with GR"" mice (Figure 6C—6H). Figure 6C shows the
mean hourly heart rate recorded over a =#36-hour cycle
from GRY" mice and cardioGRKO mice. As expected,
there was a distinct day-night rhythm in heart rate in
GR"Y mice, peaking at ZT12 at the onset of the dark/
active period, in line with previous observations made in
wild-type mice by our laboratory'™® and others'® (Fig-
ure 6C). However, this pattern was no longer discernible
in cardioGRKO mice (Figure 6C). To assess day-night
rhythmicity, cosine wave characteristics, including Mid-
line Estimating Statistic of Rhythm (MESOR), acrophase
(zeitgeber time at the peak), and amplitude (difference
between the peak/trough and the mean), were evaluated
using Cosinor analysis.®” A significant day-night rhythm
in the heart rate (fitted cosine function P=3x107°) was
evident in 3 out of 4 GR"" mice but only 1 out of 4
cardioGRKO mice. The MESOR of heart rate was sig-
nificantly reduced in the knockout group (Figure 6D),
whereas the acrophase did not differ between groups.
The amplitude of the cosine function trended toward a
reduction in cardioGRKO versus GR"f mice (Figure 6D,
right panel), and, accordingly, the ZT12-ZTO difference
in heart rate was reduced by knockout of the GR (Fig-
ure 6E). Interestingly, a trend for a day-night rhythm in
the PR and QT intervals was evident in GR"" mice but
not in cardioGRKO mice (Figure 6F and 6H).

Linking GR-Mediated Day-Night Transcriptomic
Rhythmicity With Arrhythmia Susceptibility

To probe GR-dependent mechanisms involved in ZT12
VA susceptibility, we performed RNAseq on left ventricu-
lar biopsies isolated at ZTO and ZT12 from GR"" and car-
dioGRKO mice (5 mice per time point and genotype). We
first examined the overall variability of the transcriptome
(14 817 transcripts) using principal component analysis
and observed clear clustering of samples according to
genotype and time of day (Figure S9). Analysis of differ-
entially expressed genes (DEGs) between ZTO and ZT12
in GR"" and cardioGRKO mice (false discovery rate—cor-
rected <0.05) revealed that GR knockout decreased
the number of DEGs by 41%, from 2495 DEGs in GR"
'mice to 1461 DEGs in cardioGRKO mice (Figure 7A,
right). Interestingly, Bmall and Clock were among the
most significant DEGs in both groups, suggesting that
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canonical core clock rhythmicity persists in cardioGRKO
hearts (Figure 7A, left). This finding was confirmed by
analyzing the expression of core clock genes at 6 time
points over the circadian cycle using gPCR. Figure 7D
and 7E shows that core clock genes demonstrated
24-hour rhythmicity in both GR™ and cardioGRKO
groups. As expected, the amplitude of GR transcriptional
targets Perl and Per2 displayed a significant reduction
in amplitude, along with Clock that was not identified as
a direct GR target in this study (Figure 7F). Statistical
analysis of ZTO with ZT12 values within groups revealed
a significant difference in all cases (P=0.01219, Mann-
Whitney U test) with the exception of Cry1 in the car-
dioGRKO group (P=0.8, Mann-Whitney U test).

We investigated 2 paradigms. First, we assessed
whether the day-night expression pattern in genes with
GR binding sites (predicted by our ATACseq data; Fig-
ure 2A) was altered by cardiomyocyte GR knockout. As
expected, Figure 7B shows that expression of GR target
DEGs was predominantly higher at ZT12 versus ZTO in
GR"Y  mice and this pattern was largely abrogated in car-
dioGRKO mice. As such, the number of GR target genes
showing differential day-night expression was reduced
by 63% in cardioGRKO versus GR"" mice, consolidat-
ing both the utility of our ATACseq approach and the
involvement of the GR in the day-night expression pat-
tern of these genes. Second, we investigated whether
the day-night variation in key ion channel/Ca?*-handling
transcripts/gap junction channels that underlie cardiac
action potential generation and conduction was simi-
larly affected. The heatmap in Figure 7C demonstrates
that the ZT12 versus ZTO increase in Kcnh2 and Scnba
transcripts was diminished by GR knockout, consistent
with direct GR target sites identified in Figure 2E and
the impact of the sustained pharmacological block of the
GR on the expression of these channels identified in Fig-
ure 5D. Similarly, the day-night rhythm in the gap junction
transcript, Gjal, in GR™" mice was also abolished in the
cardioGRKO mice (this is an interesting case because
we did not observe GR binding sites associated with the
Gjal gene, and, therefore, the regulation of Gjal may
be an indirect effect of GR). The dampened rhythmic-
ity of GR targets of interest Scnba, Kenh2, and Gjal in
cardioGRKO mice was confirmed by gPCR studies con-
ducted in samples harvested at 6 time point resolution
(Figure 7E) and is borne out by comparing the amplitude
of the 24-hour rhythmic patterns (Figure 7F). There was
no longer a significant ZTO versus ZT12 difference in
the expression levels of these transcripts in cardioGRKO
mice (Mann-Whitney U test; £>0.05).

Biophysically-detailed in silico modeling as used in
Figure 4 was performed to test whether the loss of
the day-night rhythms in Scnba, KenhZ2, and Gjal in
cardioGRKO mice (see Table S2 for scaling of maxi-
mal conductances) is sufficient to explain the loss of
the increased vulnerability to VA at ZT12. Figure S10
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Figure 7. Cardiomyocyte GR knockout modifies the day-night rhythm in the cardiac transcriptome despite persistent rhythms in
core clock genes.

A (Left), Volcano plots representing ZT12 versus ZTO differentially expressed genes (DEGs) in left ventricular biopsies from GR"" and cardiomyocyte-
specific GR knockout (cardioGRKO) mice (n=5 per time point and per group) determined by RNAseq. Blue circles, downregulated DEGs; red circles,
upregulated DEGs. Core clock transcription factors (TFs), Bmal1 and Clock, shown. A (Right), Venn diagram denoting the overlap between DEGs in
the 2 genotypes. B, Heatmap displaying mean value per time point for 421 genes measured by RNAseq at ZTO and ZT12 in GR"" and cardioGRKO
mice in which putative GR binding sites were identified by ATACseq and motif analysis. Data were z-scored by gene. Genes are ordered by time of
maximal expression in the GR"" group. C, Heatmap displaying mean value per time point for all transcripts relating to ion channel/Ca®" handling
proteins that showed differential day-night expression in GR"" and cardioGRKO from RNAseq analysis. GR targets Kcnh2 and Scnba are highlighted
in red. Data were z-scored by gene. D and E, mRNA expression measured in left ventricular free wall biopsies harvested at ZTO, ZT4, ZT8, ZT12,
ZT16, and ZT20 in GR"" mice and CardioGRKO mice for core clock genes and GR targets of interest in which an altered ZT0/ZT12 amplitude was
observed in GR"" mice vs CardioGRKO mice using RNAseq. Expression was normalized to jpo8 and Tbp (n=5 hearts per time point). ZT0 is replotted
as ZT24 as a visual aid only. JTK_CYCLE-adjusted Pvalues given for GR"" mice in black and CardioGRKO mice in red. A significant day-night rhythm
(as determined by JTK_CYCLE) is further denoted by the fitted sine wave (solid line). For visual aid, a sine wave with a dotted line has been fitted for
transcripts that were not rhythmic. F, JTK_CYCLE computed amplitude of 24-h rhythm of mRNA expression for genes given in (D and E). Pvalues
given determined by the Mann-Whitney U test. GR indicates glucocorticoid receptor; ZTO, time of lights on; ZT4, four hours after lights on; ZT8, eight
hours after lights on; ZT12, time of lights off; ZT16, four hours after lights off; and ZT20, eight hours after lights off.
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demonstrates that the loss of the changes in car-
dioGRKO mice hearts at ZT12 is sufficient to restore
the action potential upstroke velocity, action potential
amplitude, APD,,, and conduction velocity to ZT0 val-
ues. Correspondingly, both the width of the vulnerability
window and the wavelength at ZT12 (important determi-
nants of VA susceptibility) were restored to ZTO levels in
the cardioGRKO case (Figure S10D and S10E). These
simulations provide insight into a mechanism by which
cardioGRKO hearts are less likely to sustain triggered
reentrant arrhythmia at ZT12.

GR binding sites on the Scnba and Kcnh2 genes are
conserved between mice and humans (Figure 2E), and,
therefore, it is possible that there is a day-night rhythm
in Scnba and KcnhZ2 transcription in the human as there
is in the mouse. We simulated the human ventricular
action potential using the biophysically detailed model
described by ten Tusscher et al®® and incorporated the
same day-night changes in ionic currents presumed to
occur normally in the mouse and the modified changes
in the knockout of GR (Table S2). The day-night changes
in ionic currents presumed to occur normally produced
a substantial day-night variation in APD,, consistent
with the day-night rhythm in the QT_interval in humans
(Figure S11).°° The predicted decreases in maximum
upstroke velocity of the action potential, action potential
amplitude, and APD,,; are all expected to contribute to an
enhanced vulnerability to reentrant arrhythmias at ZT12
(start of the awake period). Suppressing the day-night
rhythms in | _and |, (expected effects of GR knockout)
abolished these proarrhythmic changes (Figure S11). It
is concluded that in humans as in mice, GR-mediated
transcriptional control of ion channels may be respon-
sible for the increased vulnerability to VA on waking in
the morning.

Additional Mechanisms by Which the Cardiac
GR Modulates Day-Night Rhythms

Whereas this study has to date focused on direct tran-
scriptional control of selected ion channels, it is well
known that the GR controls numerous signaling cas-
cades in the heart® mediating processes including but
not limited to cardiomyocyte proliferation," metabo-
lism,”? inflammation, and the stress response.®® There-
fore, we utilized pathway and network analysis for
system-level insight into regulatory networks that may
contribute to responses of GR™" and cardioGRKO mice
at ZT12. Kyoto Encyclopedia of Genes and Genomes
(KEGG) pathway analysis™ was performed on DEGs at
ZT12 and ZTO. Three types of DEGs were identified,
as shown in Figure 8A: (1) concordant genes—DEGs
showing a ZT12 versus ZTO variation in both geno-
types; (2) discordant genes—DEGs that showed ZT12
versus ZT0 variation in the GR"" group only; and (3)
antiphase genes—DEGs in which expression patterns
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were reversed, that is, from being higher at ZT12 ver-
sus ZTO in GR"" to higher at ZTO versus ZT12 in the
CardioGRKO group. Among the concordant genes,
we observed prominent KEGG enrichment for terms
relating to the circadian clock (including key clock
TFs: Bmall, Per2, Per3, Clock, Cry2, Bhlhe4 1, Rora, and
Npas?) suggesting once again that the core circadian
clock machinery remains functional in the GR knockout.
Among discordant and antiphase genes, there was an
overrepresentation of KEGG terms relevant to metabo-
lism (component genes include Bcat2, the mitochondrial
branched chained aminotransferase, and Pparg, the
peroxisome proliferator-activated receptor y, PPARY,
which has been shown to play a role in arrhythmogen-
esis™"®). Finally, because functionally related genes are
often coregulated and coexpressed, weighted gene
coexpression network analysis (see the Supplemental
Material for full details)™ followed by KEGG pathway
analysis and protein-protein interaction mapping™ of
gene products was conducted to identify specific cel-
lular processes/pathways that were impacted by GR
knockout at ZT12. Weighted gene coexpression net-
work analysis determined 14 gene clusters (Figure 8B,
top), and differential coexpression analysis followed by
permutation testing (Figure S12) determined that GR
loss resulted in significant changes to coexpression
patterns in the heart. For example, modules 1 and 3
in Figure 8B (top) clustered only in cardioGRKO but
not GR™ mice suggesting that the constituent path-
way components are differentially regulated in the 2
genotypes. We examined the associated biological
functions of these modules using KEGG mapping and
identified the enrichment of pathways relevant to the
regulation of electrical homeostasis in cardiomyocytes
including the Ca?*/cGMP-PKG pathway™ (component
genes include those encoding the a-adrenoceptor™
and nitric oxide synthase 28°), the PPARY (peroxisome
proliferator-activated receptor y) signaling pathway,®*
and the Ras GTPase-P21 activated kinase 18' sig-
naling pathway. Protein-protein interaction mapping
of cluster components annotating to selected KEGG
terms is given in Figure 8C and resulted in a signifi-
cantly enriched network (P=8.05x10""7"; enrichment P
values provided by the STRING database) with strongly
intersecting nodes, consistent with our weighted gene
coexpression network analysis clustering. Differen-
tial expression of the network components in car-
dioGRKO versus GR"" mice at ZT12 was appreciable
(denoted by the color gradient in Figure 8C) indicat-
ing that the GR determines expression patterns of
genes within weighted gene coexpression network
analysis—identified and enriched pathways during the
active phase of the animal at which time arrhythmia
propensity is increased. Cumulatively, our approaches
provide the first registration of GR involvement in day-
night transcriptional responses of the heart and gene
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Figure 8. Cardiomyocyte GR knockout modifies gene coexpression patterns.

A, Enrichment dot plots for KEGG pathway enrichment analysis for (Ieft) concordant, (middle) discordant, and (right) antiphase differentially
expressed genes (DEGs) in GR" and cardiomyocyte-specific GR knockout (cardioGRKO) mice. The enrichment (gene) ratio is denoted by the
dot diameter, and the dot color shows the pathway enrichment significance. All presented pathways were significantly enriched (false discovery
rate [FDR] <0.05; Fisher exact test with Benjamini-Hochberg adjustment). B (Top), Cluster dendrogram determining coexpression clusters
obtained by weighted gene coexpression network analyses performed on 7466 genes in GR" and cardioGRKO mice detected by RNAseq.
Each discrete cluster was assigned a unique color on the horizontal bar. Coexpressing clusters in cardioGRKO hearts were assigned numbers for
visualization. B (Bottom), KEGG enrichment dot plot for modules 1 and 3 that were found to be differentially coexpressed in cardioGRKO hearts;
1167 genes from both modules were used as input data. The enrichment ratio is given by dot diameter, and the dot color shows the pathway
enrichment significance. C, Protein-protein interaction (PPI) network plotted in Cytoscape using all component genes from selected KEGG
pathways given in (B). Genes were uploaded to the STRING database to plot PPI; medium confidence for edges was chosen. The network was
significantly enriched (P=8.05x107""). Each node represents a gene, and the color gradient (from —7.4 represented in blue to 7.4 represented in
red) represents the relative abundance of a gene in cardioGRKO versus GR"" samples at ZT12. Gene annotation to respective enriched KEGG
pathway given by node shape. cGMP indicates cyclic guanosine monophosphate; ErbB, epidermal growth factor receptor tyrosine kinase; GR,
glucocorticoid receptor; HIF-1, hypoxia-inducible factor-1; KEGG, Kyoto encyclopedia of genes and genomes; MAPK, mitogen-activated protein
kinase; PKG, protein kinase G; PPAR, peroxisome proliferator activated receptor; TCA, tricarboxylic acid cycle; and ZT12, time of lights off.

coexpression patterns and offer insight into attendant  receptor y signaling pathway, and Ras GTPase sig-
GR-dependent signaling pathways (eg, Ca?-cGMP-  naling pathway) that may also influence the day-night
PKG pathway, peroxisome proliferator-activated  excitability rhythm in cardiomyocytes, beyond the direct
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targeting of selected ion channels and TFs that we
have demonstrated in Figures 2, b, and 7.

DISCUSSION

This study provides the only evidence to date linking the
GR to intrinsic day-night rhythms in cardiac ion channels
and, consequently, the propensity to tachyarrhythmias
that predispose to sudden cardiac death. We show that
by binding within chromatin profiles that display time-of-
day dependent accessibility, the GR modulates specific
transcriptional cascades underpinning functionally rel-
evant day-night rhythms in |, _ and |, . We also show that
by an indirect route, GR is responsible for a day-night
rhythm in Gjal expected to result in a functionally rel-
evant day-night rhythm in electrical coupling. For the first
time, we demonstrate the relevance of these changes
for the heart-autonomous intrinsic active-phase suscep-
tibility to reentrant tachyarrhythmia and establish that
GR knockout in cardiomyocytes blunts day-night tran-
scriptional remodeling and proarrhythmic changes to the
cardiac substrate as a consequence. These data position
the GR as a critical player in the timing mechanism that
orchestrates both electrical homeostasis and intrinsic VA
susceptibility of the heart.

The cardiomyocyte circadian rhythm is commonly
assumed to enable anticipatory physiological adapta-
tion via the expression of clock-related TFs in a 24-hour
cycle. As such, all prior studies investigating the chrono-
biology of cardiac ion channels have focused primarily on
the core clock components, BMAL1 and CLOCK, which
bind DNA maximally at ~ZT6.2' However, characteriza-
tion of the BMALT cistrome indicates that only a small
proportion of CLOCK:BMAL1 target genes are rhythmi-
cally expressed and many rhythmically expressed target
genes are transcribed at night, in antiphase to maximal
DNA binding.2'® Therefore, additional mechanisms,
involving cooperativity between the core circadian clock
and noncore clock TFs2'?32482 gre critical to maintain-
ing rhythms of functional importance. As a first foray into
exploring this layer of regulation in cardiomyocytes, we
performed ATAC-seq for unbiased genome-wide insight
into TFs operant at ZT12, a time point at which the
heart is particularly vulnerable to reentrant tachyarrhyth-
mias. Our serendipitous identification of GR binding site
enrichment in ZT12 open chromatin profiles for ion chan-
nels is significant for 2 reasons: not only does it highlight
an unappreciated noncanonical clock TF mechanism that
exerts significant regulatory control over day-night varia-
tion in the electrical activity of the heart but also presents
the cardiac GR as a potential nodal regulator capable of
transducing exogenous systemic signals to changes in
the cardiac electrophysiological substrate in preparation
for transition to activity in the awake period. Glucocorti-
coid release is clock-controlled,®® and GR is regarded as
a conduit between the suprachiasmatic master clock and
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the circadian clocks in peripheral tissues, supported by
evidence that synthetic steroids can transiently modify
mRNA expression of core circadian clock genes (Per,
Per2, Dbp, Clock, and Bmal1),*-*¢ as well as GR func-
tion being modulated by the clock TFs CRY1/2% and
CLOCKS® However, in this study, the GR block with
RU486 did not impact rhythmic Bmal1 expression pat-
terns (Figure 5D), and, in cardioGRKO hearts, key clock
genes continued to show expected day-night rhythms,
albeit with dampened amplitude in the case of Per and
Clock genes (Figure 7D=T7F). Although these data sug-
gest that the protection from ZT12 VA under conditions
of GR blockade (Figure 5F) or cardiomyocyte-specific
knockout (Figure 6B) cannot be fully attributed to dis-
ruption of the core circadian clock mechanism, additional
evidence is now required to elucidate the bidirectional
interaction and connectivity between the GR, its associ-
ated regulatory network of noncore clock TFs (eg, KIf15),
and the cardiomyocyte clock. For example, it is possible
that CLOCK:BMAL1 binding generates the permissive
chromatin landscape?® enabling increased GR binding
at ZT12, or GR expression is dependent on a functional
clock. Indeed, the circadian peak of cortisol acts as an
entrainment signal for peripheral clocks and, therefore,
may indirectly modulate cellular responses to cortisol.®
Such cooperativity between the GR and the cardiomyo-
cyte clock remains unaddressed and is an important area
for further investigation.

While the present study is the first to define the physi-
ological significance of GR activation in the day-night
rhythm in cardiac excitability, prior work has linked glu-
cocorticoid signaling with electrophysiological remodel-
ing and arrhythmogenesis. Synthetic glucocorticoids are
one of the most commonly used pharmaceuticals, and
administration of these steroids has been linked to the
presentation of cardiac arrhythmias, including sinus bra-
dycardia,®” a ~2-fold risk of atrial fibrillation or flutter®
premature ventricular contractions, and nonsustained
VT8 Similarly, mice with cardiac overexpression of the
human GR were presented with bradycardia, high-
degree AV block, prolongation of the QRS interval, and
increased QTc dispersion.?® Linking the GR with electri-
cal remodeling, previous studies showed that GR acti-
vation with dexamethasone increased cardiac |, , |,
and |, through direct transcriptional activation of the
underlying ion channel subunits.*'*2 While these studies
importantly demonstrated the regulation of ionic currents
by the GR pathway, the impact of the day-night rhythm in
the GR pathway had not previously been studied. In this
study, we have linked the day-night rhythm in GR activa-
tion to the day-night rhythm in the ion channel subunits
responsible for | and I . We have shown a lower |
density at ZT12 when GR activity is high. This result is
in line with previous evidence, showing that the cardiac
overexpression of GR diminishes |, *° The precise GR
binding sites identified though motif analysis of ATACseq
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data and verified by ChIP explained our subsequent find-
ing that sustained pharmacological block of the GR abol-
ished rhythmic expression of Scnba and Kcnh2, whereas
genetic GR knockout dampened the amplitude of their
day-night rhythm. Because a wealth of data from genetic
studies has demonstrated that transcriptional control of
Scnba and Kcnh2 is critical for conduction, repolariza-
tion, and arrhythmia susceptibility in humans,®'? the find-
ing that the GR exerts temporal regulation over these
genes through binding sites conserved in humans and
mice (evolutionary distance=90 million years) is of par-
ticular translational relevance. Building on these findings
may also help explain the increased arrhythmia burden
reported in human conditions of cortisol excess® or
deficiency.®

CONCLUSIONS

This study provides new insight into the day-night rhythms
in the electrical properties of the heart, identifying reso-
nance between an oscillating systemic glucocorticoid
signal and temporal control of cardiac electrical excitabil-
ity linked by the cardiomyocyte GR. We have shown how
the day-night rhythms in the electrical properties of the
heart influence the early morning susceptibility to VA and
sudden cardiac death, but it is likely that the heightened
early morning susceptibility to VA and sudden cardiac
death is only important in patients with heart disease,
requiring autonomic trigger mechanisms acting on a
structurally remodeled myocardium—this remains to be
studied in a yet-to-be-defined model system encapsulat-
ing such complex interactions. As physicians increasingly
consider the timing of medication to improve treatment
outcomes, our findings introduce the prospect that car-
diac GR-targeting chronotherapeutic strategies may help
prevent the early morning propensity to VA,

ARTICLE INFORMATION

Received August 3, 2023; revision received February 15, 2024; accepted March
13,2024,

Affiliations

Division of Cardiovascular Sciences (RT, CA, SAO,M.S, SY, LS, HAS, GMM,
AD.), Department of Physics and Astronomy (Y.X,, H.Z.), Bioinformatics Core Fa-
cility (1D.), and Division of Diabetes, Endocrinology and Gastroenterology (E.H.),
The University of Manchester, United Kingdom. Signal Transduction Laboratory,
National Institute of Environmental Health Sciences, National Institutes of Health
(RH.O, JL, LRW, D.RG, JAC). Institut de Génomique Fonctionnelle, Université
de Montpellier, Centre National de la Recherche Scientifique (CNRS), Institut Na-
tional de la Santé et de la Recherche Médicale (INSERM), F-34094 Montpellier
France (E.T, PM, M.EM.). Department of Cardiology, John Hunter Hospital, New-
castle, NSW, Australia (G.M.M.). Faculty of Life Sciences, University of Bradford,
United Kingdom (M.R.B.). Myocardial Function Section, National Heart and Lung
Institute, Imperial College London, United Kingdom (RT, M.S, AD.).

Sources of Funding

This work was supported by a British Heart Foundation Intermediate Fellowship
(FS/19/1/34035) and a British Heart Foundation Project (PG/22/10919) to
A. D'Souza, and a British Heart Foundation Programme Grant to M.R. Boyett
and A. D'Souza (RG/18/2/33392). C. Anderson, S. Al Othman, and M. Smith

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464

GR Control of Diurnal Cardiac Excitability Rhythms

were supported by the British Heart Foundation PhD Studentships (grants
FS/17/67/33483, FS/18/62/34183, and FS/CRTF/23/24469). The studies
were also supported by the Intramural Research Program of the National Insti-
tutes of Health, NIEHS (grant ZIAES090057) to J.A. Cidlowski and a Fondation
Leducqg TNE FANTASY (19CVO03) grant to M.R. Boyett, M.E. Mangoni, and A.
D'Souza.

Disclosures
None.

Supplemental Material
Expanded Materials and Methods
Figures S1-S12

Tables S1-S4

References 95-123

REFERENCES

1. Srinivasan NT, Schilling RJ. Sudden cardiac death and arrhythmias. Arrhythm
Electrophysiol Rev. 2018;7:111-117. doi: 10.156420/2er2018:15:2

2. Black N, D'Souza A, Wang Y, Piggins H, Dobrzynski H, Morris G,
Boyett MR. Circadian rhythm of cardiac electrophysiology, arrhythmogen-
esis, and the underlying mechanisms. Heart Rhythm. 2019;16:298-307. doi:
10.1016/jhrthm.2018.08.026

3. Muller JE, Ludmer PL, Willich SN, Tofler GH, Aylmer G, Klangos I, Stone PH.
Circadian variation in the frequency of sudden cardiac death. Circulation.
1987;75:131-138. doi: 10.1161/01.cir.75.1.131

4. Tofler GH, Gebara OC, Mittleman MA, Taylor P, Siegel W,
Venditti FJ, Rasmussen CA, Muller JE. Morning peak in ventricular tachyar-
rhythmias detected by time of implantable cardioverter/defibrillator
therapy. The CPI Investigators. Circulation. 1995;92:1203-1208. doi:
10.1161/01.cir92.56.1203

5. Willich SN, Levy D, Rocco MB, Tofler GH, Stone PH, Muller JE. Circa-
dian variation in the incidence of sudden cardiac death in the Fram-
ingham heart study population. Am J Cardiol. 1987;60:801-806. doi:
10.1016/0002-9149(87)91027-7

6. Hjalmarson A, Gilpin EA, Nicod P, Dittrich H, Henning H, Engler R,
Blacky AR, Smith SC, Ricou F, Ross J. Differing circadian patterns of symp-
tom onset in subgroups of patients with acute myocardial infarction. Circula-
tion. 1989;80:267—-275. doi: 10.1161/01.cir80.2.267

7. Maron BJ, Kogan J, Proschan MA, Hecht GM, Roberts WC. Circadian vari-
ability in the occurrence of sudden cardiac death in patients with hyper-
trophic cardiomyopathy. J Am Coll Cardiol. 1994,23:1405-1409. doi:
10.1016/0735-1097(94)90384-0

8. Takigawa M, Kawamura M, Noda T, Yamada Y, Miyamoto K, Okamura H,
Satomi K, Aiba T, Kamakura S, Sakaguchi T, et al. Seasonal and circadian
distributions of cardiac events in genotyped patients with congenital long
QT syndrome. Circ J. 2012;76:2112-2118. doi: 10.1253/circj.cj-12-0213

9. Matsuo K Kurita T, Inagaki M, Kakishita M, Aihara N, Shimizu W, Taguchi A,
Suyama K, Kamakura S, Shimomura K. The circadian pattern of the devel-
opment of ventricular fibrillation in patients with Brugada syndrome. Eur
Heart J. 1999;20:46570. doi: 10.1053/euh}.1998.1332

10. Weitzman ~ ED.  Circadian  rhythms and  episodic ~ hormone
secretion in man. Annu Rev Med 1976;27:225-243. doi:
10.1146/annurev.me.27.020176.001301

11. Turton MB, Deegan T. Circadian variations of plasma catecholamine, corti-
sol and immunoreactive insulin concentrations in supine subjects. Clin Chim
Acta. 1974;65:389-397. doi: 10.1016/0009-8981(74)90014-x

12. Schroder EA, Lefta M, Zhang X, Bartos DC, Feng HZ, Zhao Y,
Patwardhan A, Jin JP, Esser KA, Delisle BP. The cardiomyocyte molecular
clock, regulation of Scnba, and arrhythmia susceptibility. Am J Physiol Cell
Physiol. 2013;304:C954-C965. doi: 10.1152/ajpcell.00383.2012

13. Chen Y, Zhu D, Yuan J, Han Z, Wang Y, Qian Z, Hou X, Wu T, Zou J.
Clock-Bmall regulate the cardiac L-type calcium channel subunit Cac-
nalc through PI3k-AKT signaling pathway. Can J Physiol Pharmacol.
2016;94:1023-1032. doi: 10.1139/¢jpp-2015-0398

14. Jeyaraj D, Haldar SM, Wan X, McCauley MD, Ripperger JA, Hu K, Lu Y,
Eapen BL, Sharma N, Ficker E, et al. Circadian rhythms govern cardiac
repolarization and arrhythmogenesis. Nature. 2012;483:96-99. doi:
10.1038/nature 10852

156. Yamashita T, Sekiguchi A, Iwasaki YK, Sagara K, linuma H,
Hatano S, Fu LT, Watanabe H. Circadian variation of cardiac K*
channel gene expression. Circulation. 2003;107:1917-1922. doi:
10.1161/01.CIR.0000058752.79734.FO

May 10,2024 1323

(—]
=
o
—
=
=
=
m
oW
m
=
=
()
=




-
(=]
(-
=T
L
(o]
[y
(-
—
=T
=
=
(==
(—]

Tikhomirov et al

16.

20.

21.

22.

23.

24.

26.

26.

27.

28.

29.

30.

31.

32.

33.

34,

35.

36.

1324

Schroder EA, Burgess DE, Zhang X, Lefta M, Smith JL, Patwardhan A,
Bartos DC, Elayi CS, Esser KA, Delisle BP. The cardiomyocyte molecu-
lar clock regulates the circadian expression of Kcnh2 and contributes
to ventricular repolarization. Heart Rhythm. 2015;12:1306-1314. doi:
10.1016/}hrthm.2015.02.019

. D'Souza A, Wang Y, Anderson C, Bucchi A, Baruscotti M, Olieslagers S,

Mesirca P, Johnsen AB, Mastitskaya S, Ni H, et al. A circadian clock in the
sinus node mediates day-night rhythms in HCN4 and heart rate. Heart
Rhythm. 2021;18:801-810. doi: 10.1016/}.hrthm.2020.11.026

. Tong MQ, Wang SS, Pang YY, Zhou Y, Cui HB, Ruan L, Su J, Chen X.

Circadian expression of connexins in the mouse heart. Biol Rhythm Res.
2016;47:631-639. doi: 10.1080/09291016.2016.1174404

. Hayter EA, Wehrens SMT, Van Dongen HPA, Stangherlin A, Gaddameedhi S,

Crooks E, Barron NJ, Venetucci LA, O'Neill JS, Brown TM, et al. Distinct cir-
cadian mechanisms govern cardiac rhythms and susceptibility to arrhythmia.
Nat Commun. 2021;12:7284. doi: 10.1038/s541467-021-27498-9

Kim YH, Marhon SA, Zhang Y, Steger DJ, Won KJ, Lazar MA. Rev-erbalpha
dynamically modulates chromatin looping to control circadian gene tran-
scription. Science. 2018;359:1274-1277. doi: 10.1126/science.aao06891
Beytebiere JR, Trott AJ, Greenwell BJ, Osborne CA, Vitet H, Spence J,
Yoo SH, Chen Z, Takahashi JS, Ghaffari N, et al. Tissue-specific Bmal1
cistromes reveal that rhythmic transcription is associated with rhythmic
enhancer-enhancer interactions. Genes Dev. 2019;33:294-309. doi:
10.1101/gad.322198.118

Masri S, Sassone-Corsi P. Plasticity and specificity of the circadian epig-
enome. Nat Neurosci. 2010;13:1324-1329. doi: 10.1038/nn.2668

Trott AJ, Menet JS. Regulation of circadian clock transcriptional
output by clock: Bmall. PLoS Genet 2018;14:¢1007166. doi:
10.1371/journal.pgen.1007156

Beytebiere JR, Greenwell BJ, Sahasrabudhe A, Menet JS. Clock-controlled
rhythmic transcription: Is the clock enough and how does it work? Transcrip-
tion. 2019;10:212-221. doi: 10.1080/21541264.2019.1673636

Quax RA, Manenschijn L, Koper JW, Hazes JM, Lamberts SW,
van Rossum EFC, Feelders RA. Glucocorticoid sensitivity in health and dis-
ease. Nat Rev Endocrinol. 2013;9:670-686. doi: 10.1038/nrendo.2013.183
Thurman RE, Rynes E, Humbert R, Vierstra J, Maurano MT, Haugen E,
Sheffield NC, Stergachis AB, Wang H, Vernot B, et al. The accessible chro-
matin landscape of the human genome. Nature. 2012;489:75-82. doi:
10.1038/nature 11232

Yue F, Cheng Y, Breschi A, Vierstra J, Wu W, Ryba T, Sandstrom R, Ma Z,
Davis C, Pope BD, et al; Mouse ENCODE Consortium. A comparative ency-
clopedia of DNA elements in the mouse genome. Nature. 2014;515:3565—
364. doi: 10.1038/nature 13992

Zhang R, Lahens NF, Ballance HI, Hughes ME, Hogenesch JB. A cir-
cadian gene expression atlas in mammals: implications for biology and
medicine. Proc Natl Acad Sci U S A 2014;111:16219-16224. doi:
10.1073/pnas. 1408886111

Bhattacharyya S, Sathe AA, Bhakta M, Xing C, Munshi NV. Pan-intact
enables direct isolation of lineage-specific nuclei from fibrous tissues. PLoS
One. 2019;14:¢0214677. doi: 10.1371/journal.pone.0214677

Wilken MS, Brzezinski JA, La Torre A, Siebenthall K, Thurman R, Sabo R,
Sandstrom RS, VierstraJ, Canfield TK,Hansen RS, etal. DNase i hypersensitiv-
ity analysis of the mouse brain and retina identifies region-specific regulatory
elements. Epigenetics Chromatin. 2015;8:8. doi: 10.1186/1756-8935-8-8
Hor CN, Yeung J, Jan M, Emmenegger Y, Hubbard J, Xenarios |, Naef F
Franken P. Sleep-wake-driven and circadian contributions to daily rhythms in
gene expression and chromatin accessibility in the murine cortex. Proc Nat/
Acad Sci USA. 2019;116:25773-25783. doi: 10.1073/pnas. 19105690116
Akerberg BN, Gu F, VanDusen NJ, Zhang X, Dong R, Li K, Zhang B, Zhou B,
Sethi I, Ma Q, et al. A reference map of murine cardiac transcription fac-
tor chromatin occupancy identifies dynamic and conserved enhancers. Nat
Commun. 2019;10:4907. doi: 10.1038/s41467-019-12812-3

McLean CY, Bristor D, Hiller M, Clarke SL, Schaar BT, Lowe CB, Wenger AM,
Bejerano G. Great improves functional interpretation of cis-regulatory
regions. Nat Biotechnol. 2010;28:495-501. doi: 10.1038/nbt.1630
Minnetti M, Hasenmajer V, Pofi R, Venneri MA, Alexandraki K, Isidori AM. Fix-
ing the broken clock in adrenal disorders: focus on glucocorticoids and chro-
notherapy. J Endocrinol. 2020;246:R13-R31. doi: 10.15630/JOE-20-0066
Hughes ME, Hogenesch JB, Kornacker K. JTK_CYCLE: An effi-
cient nonparametric algorithm for detecting rhythmic components
in genome-scale data sets. J Biol Rhythms. 2010;25:372-380. doi:
10.1177/0748730410379711

Liu T, Ortiz JA, Taing L, Meyer CA, Lee B, Zhang Y, Shin H, Wong SS, Ma J,
Lei Y, et al. Cistrome: an integrative platform for transcriptional regulation
studies. Genome Biol. 2011;12:R883. doi: 10.1186/gb-2011-12-8-r83

May 10, 2024

37.

38.

39.

40.

41,

42.

43.

44,

45,

46.

47.

48.

49,

50.

51

52.

53.

54,

55.

56.

57

GR Control of Diurnal Cardiac Excitability Rhythms

Severinova E, Alikunju S, Deng W, Dhawan P, Sayed N, Sayed D. Glucocor-
ticoid receptorbinding and transcriptome signature in cardiomyocytes. J Am
Heart Assoc. 2019;8:e011484. doi: 10.1161/JAHA.118.011484

Hocker JD, Poirion OB, Zhu F, Buchanan J, Zhang K, Chiou J, Wang TM,
Zhang Q, Hou X, Li YE, et al. Cardiac cell type-specific gene regulatory
programs and disease risk association. Sci Adv. 2021;7:eabf1444. doi:
10.1126/sciadv.abf1444

Fang B, Everett LJ, Jager J, Briggs E, Armour SM, Feng D, Roy A
Gerhart-Hines Z, Sun Z, Lazar MA. Circadian enhancers coordinate multiple
phases of rhythmic gene transcription in vivo. Cell. 2014;159:1140-1152.
doi: 10.1016/j.cell.2014.10.022

Mangelsdorf DJ, Thummel C, Beato M, Herrlich P, Schutz G, Umesono K,
Blumberg B, Kastner P, Mark M, Chambon P, et al. The nuclear recep-
tor superfamily: the second decade. Cell. 1995;83:835-839. doi:
10.1016/0092-8674(95)90199-x

Iwasaki YK, Sekiguchi A, Kato T, Yamashita T. Glucocorticoid induces atrial
arrhythmogenesis via modification of ion channel gene expression in rats.
Int Heart J. 2022;63:375383. doi: 10.15636/ih}.21-677

Falcon D, Gonzalez-Montelongo R, Sanchez de Rojas-de Pedro E,
Ordonez A, Urena J, Castellano A. Dexamethasone-induced upregulation of
Ca 3.2 T-type Ca?* channels in rat cardiac myocytes. J Steroid Biochem Mol
Biol. 2018;178:193-202. doi: 10.1016/]jsbmb.2017.12.013

Spiga F, Walker JJ, Terry JR, Lightman SL. HPA axis-rhythms. Compr
Physiol. 2014;4:1273-1298. doi: 10.1002/cphy.c140003

Balsalobre A, Brown SA, Marcacci L, Tronche F, Kellendonk C,
Reichardt HM, Schiitz G, Schibler U. Resetting of circadian time in periph-
eral tissues by glucocorticoid signaling. Science. 2000;289:2344-2347.
doi: 10.1126/science.289.5488.2344

van der Veen DR, Shao J, Xi VY, Li L, Duffield GE. Cardiac atrial circadian
rhythms in period2:Luciferase and per1:Luc mice: amplitude and phase
responses to glucocorticoid signaling and medium treatment. PLoS One.
2012;7:e47692. doi: 10.1371/journal.pone.0047692

Wintzinger M, Panta M, Miz K, Prabakaran AD, Durumutla HB, Sargent M,
Peek CB, Bass J, Molkentin JD, Quattrocelli M. Impact of circadian time
of dosing on cardiomyocyte-autonomous effects of glucocorticoids. Mol
Metab. 2022;62:1015628. doi: 10.1016/j.molmet.2022.101528

Trudeau MC, Warmke JW, Ganetzky B, Robertson GA. Herg, a human
inward rectifier in the voltage-gated potassium channel family. Science.
1995;269:92-95. doi: 10.1126/science.7604285

Vandenberg JI, Perry MD, Perrin MJ, Mann SA, Ke Y, Hill AP. Herg K(+)
channels: Structure, function, and clinical significance. Physiol Rev.
2012;92:1393-1478. doi: 10.1152/physrev.00036.2011

Veerman CC, Wilde AA, Lodder EM. The cardiac sodium channel gene
scnba and its gene product Nav1.5: role in physiology and pathophysiology.
Gene. 2015;5673:177-187. doi: 10.1016/j.gene.2015.08.062

So AY, Bernal TU, Pillsbury ML, Yamamoto KR, Feldman BJ. Gluco-
corticoid regulation of the circadian clock modulates glucose homeo-
stasis. Proc Natl Acad Sci U S A 2009;106:17582-17587. doi:
10.1073/pnas.0909733106

Yoshikawa N, Nagasaki M, Sano M, Tokudome S, Ueno K, Shimizu N,
Imoto S, Miyano S, Suematsu M, Fukuda K, et al. Ligand-based gene expres-
sion profiling reveals novel roles of glucocorticoid receptor in cardiac
metabolism. Am J Physiol Endocrinol Metab. 2009;296:E1363-E1373. doi:
10.1152/ajpendo.90767.2008

Reddy AB, Karp NA, Maywood ES, Sage EA, Deery M, O'Neill JS, Wong GKY,
Chesham J, Odell M, Lilley KS, et al. Circadian orchestration of the hepatic
proteome. Curr Biol. 2006;16:1107-1115. doi: 10.1016/}.cub.2006.04.026
Mauvoisin D, Wang J, Jouffe C, Martin E, Atger F, Waridel P, Quadroni M,
Gachon F, Naef F. Circadian clock-dependent and independent rhythmic
proteomes implement distinct diurnal functions in mouse liver. Proc Nat/
Acad Sci U S A 2014;111:167-172. doi: 10.1073/pnas.13140661 11
Luck S, Thurley K, Thaben PF, Westermark PO. Rhythmic degradation
explains and unifies circadian transcriptome and proteome data. Cell Rep.
2014;9:741-751. doi: 10.1016/j.celrep.2014.09.021

Brunner M, Guo W, Mitchell GF, Buckett PD, Nerbonne JM, Koren G. Char-
acterization of mice with a combined suppression of I(to) and I(k,slow).
Am J Physiol Heart Circ Physiol. 2001;,281:H1201-H1209. doi:
10.1152/ajpheart.2001.281.3.H1201

Morotti S, Edwards AG, McCulloch AD, Bers DM, Grandi E. A novel compu-
tational model of mouse myocyte electrophysiology to assess the synergy
between Na* loading and Camkii. J Physiol 2014;5692:1181-1197. doi:
10.1113/jphysiol.2013.266676

Cadepond F, Ulmann A, Baulieu EE. Ru486 (mifepristone): mecha-
nisms of action and clinical uses. Annu Rev Med. 1997;48:129-156. doi:
10.1146/annurev.med.48.1.129

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464



Tikhomirov et al

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464

Bledsoe RK, Montana VG, Stanley TB, Delves CJ, Apolito CJ, McKee DD,
Consler TG, Parks DJ, Stewart EL, Willson TM, et al. Crystal structure of
the glucocorticoid receptor ligand binding domain reveals a novel mode of
receptor dimerization and coactivator recognition. Cell. 2002;110:93-105.
doi: 10.1016/s0092-8674(02)00817-6

Kassel O, Sancono A, Kratzschmar J, Kreft B, Stassen M, Cato AC. Glu-
cocorticoids inhibit map kinase via increased expression and decreased
degradation of MKP-1. EMBO J. 2001;20:7108-7116. doi:
10.1093/emboj/20.24.7108

Bo J, Yu W, Zhang YM, Demayo FJ, Wei L. Cardiac-specific and ligand-
inducible target gene expression in transgenic mice. J Mol Cell Cardiol.
2005;38:685-691. doi: 10.1016/]yjmcc.2005.01.010

Kawai S, Nieman LK, Brandon DD, Udelsman R, Loriaux DL, Chrousos GP.
Pharmacokinetic properties of the antiglucocorticoid and antiprogesterone
steroid RU486 in man. J Pharmacol Exp Ther. 1987;241:401-406. PMID:
3572801

lkeda'Y, Kumagai H, Skach A, Sato M, Yanagisawa M. Modulation of circadian
glucocorticoid oscillation via adrenal opioid-cxcr7 signaling alters emotional
behavior. Cell. 2013;155:1323-1336. doi: 10.1016/j.cell.2013.10.052
Clasen L, Eickholt C, Angendohr S, Jungen C, Shin DI, Donner B,
Firnkranz A, Kelm M, Klécker N, Meyer C, et al. A modified approach for
programmed electrical stimulation in mice: inducibility of ventricular arrhyth-
mias. PLoS One. 2018;13:¢0201910. doi: 10.1371/journal.pone.0201910
Johnstone WM 3rd, Honeycutt JL, Deck CA, Borski RJ. Nongenomic gluco-
corticoid effects and their mechanisms of action in vertebrates. Int Rev Cell
Mol Biol. 2019;346:51-96. doi: 10.1016/bs.ircmb.2019.03.004

Oakley RH, Ren R, Cruz-Topete D, Bird GS, Myers PH, Boyle MC,
Schneider MD, Willis MS, Cidlowski JA. Essential role of stress hormone sig-
naling in cardiomyocytes for the prevention of heart disease. Proc Nat/ Acad
SciU S A 2013;110:17035-17040. doi: 10.1073/pnas. 1302546110
Anderson C, Forte G, Hu W, Zhang H, Boyett MR, D’Souza A. Non-canonicall
role of the sympathetic nervous system in the day-night rhythm in heart rate.
Phil Trans Royal Soc B. 2023;378:20220179. doi: 10.1098/rstb.2022.0179
Refinetti R, Lissen GC, Halberg F. Procedures for numerical analy-
sis of circadian rhythms. Biol Rhythm Res. 2007;38:275-325. doi:
10.1080/09291010600903692

ten Tusscher KH, Noble D, Noble RJ, Panfilov AV. A model for human ven-
tricular tissue. Am J Physiol Heart Circ Physiol. 2004;286:H1573—-H1589.
doi: 10.11562/ajpheart.00794.2003

Bonnemeier H, Wiegand UK, Braasch W, Brandes A, Richardt G,
Potratz J. Circadian profile of QT interval and QT interval variability in 172
healthy volunteers. Pacing Clin Electrophysiol. 2003;26:377-382. doi:
10.1046/}.1460-9592.2003.00053 .x

Oakley RH, Cidlowski JA. Glucocorticoid signaling in the heart: a cardio-
myocyte perspective. J Steroid Biochem Mol Biol 2015;153:27-34. doi:
10.1016/}jsbmb.2015.03.009

Pianca N, Sacchi F; Umansky K, Chirvi M, lommarini L. Glucocorticoid recep-
tor antagonization propels endogenous cardiomyocyte proliferation and car-
diac regeneration. Nature Cardiovasc Res. 2022;1:617-633.

vy JR, Carter RN, Zhao JF, Buckley C, Urquijo H, Rog-Zielinska EA,
Panting E, Hrabalkova L, Nicholson C, Agnew EJ, et al. Glucocorticoids
regulate mitochondrial fatty acid oxidation in fetal cardiomyocytes. J Physiol.
2021;699:4901-4924. doi: 10.1113/JP281860

Kanehisa M, Furumichi M, Tanabe M, Sato Y, Morishima K. KEGG. New per-
spectives on genomes, pathways, diseases and drugs. Nucleic Acids Res.
2017;45:D353-D361. doi: 10.1093/nar/gkw1092

Portero V, Nicol T, Podliesna S, Marchal GA, Baartscheer A, Casini S, Tadros R,
Treur JL, Tanck MWT, Cox IJ, et al. Chronically elevated branched chain
amino acid levels are pro-arrhythmic. Cardiovasc Res. 2022;118:1742—
1757. doi: 10.1093/cvr/cvab207

Morrow JP, Katchman A, Son NH, Trent CM, Khan R, Shiomi T, Huang H,
Amin V, Lader JM, Vasquez C, et al. Mice with cardiac overexpression of per-
oxisome proliferator-activated receptor gamma have impaired repolarization
and spontaneous fatal ventricular arrhythmias. Circulation. 2011;124:2812—
2821. doi: 10.1161/CIRCULATIONAHA.111.066309

Langfelder P, Horvath S. Fast R functions for robust correlations and hierar-
chical clustering. J Stat Softw. 2012;46:i11. doi: 10.18637/jss.v046.i11
Szklarczyk D, Gable AL, Lyon D, Junge A, Wyder S, Huerta-Cepas J,
Simonovic M, Doncheva NT, Morris JH, Bork B, et al. String v11: protein-
protein association networks with increased coverage, supporting func-
tional discovery in genome-wide experimental datasets. Nucleic Acids Res.
2019;47:D607-D613. doi: 10.1093/nar/gky 1131

Lohmann SM, Fischmeister R, Walter U. Signal transduction by cGMP in
heart. Basic Res Cardiol. 1991;86:503-514. doi: 10.1007/BF02190700

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

95.

96.

97.

98.

GR Control of Diurnal Cardiac Excitability Rhythms

O'Connell TD, Swigart PM, Rodrigo MC, Ishizaka S, Joho S, Turnbull L,
Tecott LH, Baker AJ, Foster E, Grossman W, et al. Alpha1-adrenergic recep-
tors prevent a maladaptive cardiac response to pressure overload. JCI.
2006;116:1005-1015. doi: 10.1172/JCI22811

Mungrue IN, Gros R, You X, Pirani A, Azad A, Csont T, Schulz R, Butany J,
Stewart DJ, Husain M, et al. Cardiomyocyte overexpression of iNOS in mice
results in peroxynitrite generation, heart block, and sudden death. JCI.
2002;109:735-743. doi: 10.1172/JCI13265

Wang Y, Tsui H, Ke Y, Shi Y, Li Y, Davies L, Cartwright EJ, Venetucci L,
Zhang H, Terrar DA, et al. Pak1 is required to maintain ventricular Ca®*
homeostasis and electrophysiological stability through SERCA2a regu-
lation in mice. Circ Arrhythm Electrophysiol. 2014,7:938-948. doi:
10.1161/CIRCER.113.001198

Menet JS, Rodriguez J, Abruzzi KC, Rosbash M. Nascent-seq reveals novel
features of mouse circadian transcriptional regulation. Elife. 2012;1:e0001 1.
doi: 10.7654/eLife.00011

Ota T, Fustin JM, Yamada H, Doi M, Okamura H. Circadian clock sig-
nals in the adrenal cortex. Mol Cell Endocrinol. 2012;349:30-37. doi:
10.1016/jmce.2011.08.010

Lamia KA, Papp SJ, Yu RT, Barish GD, Uhlenhaut NH, Jonker JW,
Downes M, Evans RM. Cryptochromes mediate rhythmic repres-
sion of the glucocorticoid receptor. Nature. 2011;480:552-566. doi:
10.1038/nature 10700

Nader N, Chrousos GP, Kino T. Circadian rhythm transcription factor clock
regulates the transcriptional activity of the glucocorticoid receptor by acety-
lating its hinge region lysine cluster: Potential physiological implications.
FASEB J. 2009;23:1572-1583. doi: 10.1096/1.08-117697

Spencer RL, Chun LE, Hartsock MJ, Woodruff ER. Glucocorticoid hor-
mones are both a major circadian signal and major stress signal: How
this shared signal contributes to a dynamic relationship between the cir-
cadian and stress systems. Front Neuroendocrinol. 2018;49:52-71. doi:
10.1016/}yfrne.2017.12.005

Stroeder J, Evans C, Mansell H. Corticosteroid-induced bradycardia: case
report and review of the literature. Can Pharm J (Ott). 2015;148:235-240.
doi: 10.1177/1715163515597451

Christiansen CF, Christensen S, Mehnert F, Cummings SR, Chapurlat RD,
Serensen HT. Glucocorticoid use and risk of atrial fibrillation or flutter: a
population-based, case-control study. Arch Intern Med. 2009;169:1677—
1683. doi: 10.1001/archinternmed.2009.297

Medor MC, Spence S, Nery PB, Beanlands R, Promislow S, Juneau D,
de Kemp R, Ha AC, Rivard L, Gula L, et al. Treatment with corticosteroids
is associated with an increase in ventricular arrhythmia burden in patients
with clinically manifest cardiac sarcoidosis: insights from implant-
able cardioverter-defibrillator diagnostics. J Cardiovasc Electrophysiol.
2020;31:27561-2758. doi: 10.1111/jce.14689

Sainte-Marie Y, Nguyen Dinh Cat A, Perrier R, Mangin L, Soukaseum C,
Peuchmaur M, Tronche F, Farman N, Escoubet B, Benitah JP, et al. Conditional
glucocorticoid receptor expression in the heart induces atrio-ventricular
block. FASEB J. 2007;21:3133-3141. doi: 10.1096/1;.07-8357com

Amin AS, Asghari-Roodsari A, Tan HL. Cardiac sodium channelopathies.
Pflugers Arch. 2010;460:223-237. doi: 10.1007/s00424-009-0761-0
Sanguinetti MC, Tristani-Firouzi M. Herg potassium channels and cardiac
arrhythmia. Nature. 2006;440:463-469. doi: 10.1038/nature04710
Larsson SC, Lee WH, Burgess S, Allara E. Plasma cortisol and risk of
atrial fibrillation: a Mendelian randomization study. J Clin Endocrinol Metab.
2021;106:62521-e2526. doi: 10.1210/clinem/dgab219

Komuro J, Kaneko M, Ueda K, Nitta S, Kasao M, Shirai T. Adrenal insuf-
ficiency causes life threatening arrhythmia with prolongation of QT interval.
Heart Vessels. 2016;31:1003-1005. doi: 10.1007/s00380-015-0660-6
Oakley RH, Cruz-Topete D, He B, Foley JF, Myers PH, Xu X
Gomez-Sanchez CE, Chambon B, Willis MS, Cidlowski JA. Cardiomyocyte
glucocorticoid and mineralocorticoid receptors directly and antagonisti-
cally regulate heart disease in mice. Sci Signal. 2019;12:eaau968b. doi:
10.1126/scisignal.aau9685

Nicolaides NC, Chrousos GP. Sex differences in circadian endocrine
rhythms: clinical implications. Eur J Neurosci. 2020;562:25756-258b. doi:
10.1111/ejn.14692

Pyle W, Martino T. Circadian rhythms influence cardiovascular disease dif-
ferently in males and females: role of sex and gender. Curr Opin Physiol.
2018;56:30—37. doi: 10.1016/j.cophys.2018.05.003

Gilsbach R, Preissl S, Gruning BA, Schnick T, Burger L, Benes V, Wiirch A
Bonisch U, Giinther S, Backofen R, et al. Dynamic DNA methylation orches-
trates cardiomyocyte development, maturation and disease. Nat Commun.
2014;5:5288. doi: 10.1038/ncomms6288

May 10,2024 1325

(—)
=
o
—
=
=
=
m
oW
m
=
=
()
=




-
(=]
(-
=T
L
(o]
[y
(-
—
=T
=
=
(==
(—]

Tikho

99.

100.

101.

102.

104.

105.

106.

107.

108.

109.

110.

111

1326

mirov et al

Corces MR, Trevino AE,Hamilton EG, Greenside PG, Sinnott-Armstrong NA,
Vesuna S, Satpathy AT, Rubin AJ, Montine KS, Wu B, et al. An improved
ATAC-seq protocol reduces background and enables interrogation of fro-
zen tissues. Nat Methods. 2017;14:959-962. doi: 10.1038/nmeth.4396
Bolger AM, Lohse M, Usadel BT. A flexible trimmer for illumina sequence data.
Bioinformatics. 2014;30:2114-2120.doi: 10.1093/bioinformatics/btu170
Langmead B, Salzberg SL. Fast gapped-read alignment with bowtie 2. Nat
Methods. 2012;9:357-359. doi: 10.1038/nmeth.1923

Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, Marth G,
Abecasis G, Durbin R; 1000 Genome Project Data Processing Subgroup.
The sequence alignment/map format and SAMtools. Bioinformatics.
2009;25:2078-2079. doi: 10.1093/bioinformatics/btp352

. Zhang Y, Liu T, Meyer CA, Eeckhoute J, Johnson DS, Bernstein BE,

Nusbaum C, Myers RM, Brown M, Li W, et al. Model-based analysis of chip-
seq (macs). Genome Biol. 2008;9:R137. doi: 10.1186/gb-2008-9-9-r137
Jalili 'V, Afgan E, Gu Q, Clements D, Blankenberg D, Goecks J,
Taylor J, Nekrutenko A. The galaxy platform for accessible, reproducible
and collaborative biomedical analyses: 2020 update. Nucleic Acids Res.
2020;48:8205-8207. doi: 10.1093/nar/gkaab54

Ramirez F, Ryan DP, Gruning B, Bhardwaj V, Kilpert F, Richter AS, Heyne S,
Diindar F, Manke T. Deeptools2: a next generation web server for deep-
sequencing data analysis. Nucleic Acids Res. 2016;44:W160-W165. doi:
10.1093/nar/gkw257

Huang da W, Sherman BT, Lempicki RA. Systematic and integrative analy-
sis of large gene lists using David bioinformatics resources. Nat Protoc.
2009;4:44-57. doi: 10.1038/nprot.2008.211

Huang da W, Sherman BT, Lempicki RA. Bioinformatics enrichment tools:
paths toward the comprehensive functional analysis of large gene lists.
Nucleic Acids Res. 2009;37:1-13. doi: 10.1093/nar/gkn923

Hu CC, Wei X, Liu JM, Han LL, Xia CK, Wu J, You T, Zhu AF, Yao SL,
Yuan SY, et al. Cardiac-targeted piasy gene silencing mediates desu-
moylation of caveolin-3 and prevents ischemia/reperfusion-induced Na 1.5
downregulation and ventricular arrhythmias. Mil Med Res. 2022;9:58. doi:
10.1186/s40779-022-00415-x

Hammer KP, Mustroph J, Stauber T, Birchmeier W, Wagner S, Maier LS.
Beneficial effect of voluntary physical exercise in plakophilin2 transgenic
mice. PLoS One.2021;16:02562649. doi: 10.1371/journal.pone.0252649
Blin J, Gautier C, Aubert P, Durand T, Oullier T, Aymeric L,
Naveilhan P, Masson D, Neunlist M, Bach-Ngohou K. Psychological stress
induces an increase in cholinergic enteric neuromuscular pathways me-
diated by glucocorticoid receptors. Front Neurosci. 2023;17:1100473.16.
doi: 10.3389/fnins.2023.1100473

Mesirca P, Nakao S, Nissen SD, Forte G, Anderson C, Trussell T,
Li J, Cox C, Zi M, Logantha S, et al. Intrinsic electrical remodeling

May 10, 2024

112.

115,

116.

17

119.

120.

121,

122,

123.

GR Control of Diurnal Cardiac Excitability Rhythms

underlies atrioventricular block in athletes. Circ Res. 2021;129:e1-e20.
doi: 10.1161/CIRCRESAHA.119.316386

Rush S, Larsen H. A practical algorithm for solving dynamic mem-
brane equations. /EEE Trans Biomed Eng. 1978;256:389-392. doi:
10.1109/TBME.1978.326270

. Clayton RH, Bernus O, Cherry EM, Dierckx H, Fenton FH, Mirabella L,

Panfilov AV, Sachse FB, Seemann G, Zhang H. Models of cardiac tissue
electrophysiology: progress, challenges and open questions. Prog Biophys
Mol Biol. 2011;104:22-48. doi: 10.1016/j,pbiomolbio.2010.05.008

. Guerrero PA, Schuessler RB, Davis LM, Beyer EC, Johnson CM, Yamada KA,

Saffitz JE. Slow ventricular conduction in mice heterozygous for a connex-
in43 null mutation. JCIL 1997;99:1991-1948. doi: 10.1172/JCI119367
Shaw RM, Rudy Y. The vulnerable window for unidirectional block in car-
diac tissue: characterization and dependence on membrane excitability and
intercellular coupling. J Cardiovasc Electrophysiol. 1995;6:116-131. doi:
10.1111/j.15640-8167.1995.tb00763 .x

Antzelevitch C, Burashnikov A. Overview of basic mechanisms of
cardiac arrhythmia.  Card  Electrophysiol  Clin.  2011;3:23-45. doi:
10.1016/j.ccep.2010.10.012

Wilson C, Zi M, Smith M, Hussain M, D’Souza A, Dobrzynski H, Boyett MR.
Atrioventricular node dysfunction in pressure overload-induced heart
failure-involvement of the immune system and transcriptomic remodelling.
Front Pharmacol. 2023;14:1083910. doi: 10.3389/fphar.2023.1083910

. Wang Y, Anderson C, Dobrzynski H, Hart G, D’Souza A, Boyett MR. RNAseq

shows an all-pervasive day-night rhythmin the transcriptome of the pacemaker
of the heart. Sci Rep. 2021;11:3565. doi: 10.1038/541598-021-82202-7
Cornelissen G. Cosinor-based rhythmometry. Theor Biol Med Model.
2014;11:16. doi: 10.1186/1742-4682-11-16

Wang Z, Tapa S, Francis Stuart SD, Wang L, Bossuyt J, Delisle BPF,
Ripplinger CM. Aging disrupts normal time-of-day variation in cardiac
electrophysiology. Circ Arrhythm Electrophysiol. 2020;13:¢008093. doi:
10.1161/CIRCEP.119.008093

Collins HE, Rodrigo GC. Inotropic response of cardiac ventricular myo-
cytes to beta-adrenergic stimulation with isoproterenol exhibits diurnal
variation: Involvement of nitric oxide. Circ Res. 2010;106:1244—1252. doi:
10.1161/CIRCRESAHA.109.213942

Tong M, Watanabe E, Yamamoto N, Nagahata-Ishiguro M, Maemura K,
Takeda N, Nagai R, Ozaki Y. Circadian expressions of cardiac ion channel
genes in mouse might be associated with the central clock in the SCN but
not the peripheral clock in the heart. Biol Rhythm Res. 2013;44:519-530.
doi: 10.1080/09291016.2012.704801

Gottlieb L, Lubberding A, Larsen A, Thomsen M. Circadian rhythm in QT in-
tervalis preserved in mice deficient of potassium channelinteracting protein
2. Chronobiol Int. 2016;34:1-12. doi: 10.1080/07420528.2016.1225074

Circulation Research. 2024;134:1306-1326. DOI: 10.1161/CIRCRESAHA.123.323464



