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The interaction of Mesial Temporal Lobe Epilepsy (mTLE) with the circadian system

control is apparent from an oscillatory pattern of limbic seizures, daytime’s effect

on seizure onset and the efficacy of antiepileptic drugs. Moreover, seizures per se

can interfere with the biological rhythm output, including circadian oscillation of body

temperature, locomotor activity, EEG pattern as well as the transcriptome. However,

the molecular mechanisms underlying this cross-talk remain unclear. In this study, we

systematically evaluated the temporal expression of seven core circadian transcripts

(Bmal1, Clock, Cry1, Cry2, Per1, Per2, and Per3) and the spontaneous locomotor activity

(SLA) in post-status epilepticus (SE) model of mTLE. Twenty-four hour oscillating SLA

remained intact in post-SE groups although the circadian phase and the amount and

intensity of activity were changed in early post-SE and epileptic phases. The acrophase of

the SLA rhythm was delayed during epileptogenesis, a fragmented 24 h rhythmicity and

extended active phase length appeared in the epileptic phase. The temporal expression

of circadian transcripts Bmal1, Cry1, Cry2, Per1, Per2, and Per3 was also substantially

altered. The oscillatory expression of Bmal1 was maintained in rats imperiled to SE, but

with lower amplitude (A = 0.2) and an advanced acrophase in the epileptic phase. The

diurnal rhythm ofCry1 andCry2was absent in the early post-SE but was recovered in the

epileptic phase. Per1 and Per2 rhythmic expression were disrupted in post-SE groups

while Per3 presented an arrhythmic profile in the epileptic phase, only. The expression of

Clock did not display rhythmic pattern in any condition. These oscillating patterns of core

clock genes may contribute to hippocampal 24 h cycling and, consequently to seizure

periodicity. Furthermore, by using a pool of samples collected at 6 different Zeitgeber

Times (ZT), we found that all clock transcripts were significantly dysregulated after SE
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induction, except Per3 and Per2. Collectively, altered SLA rhythm in early post-SE and

epileptic phases implies a possible role for seizure as a nonphotic cue, which is likely

linked to activation of hippocampal–accumbens pathway. On the other hand, altered

temporal expression of the clock genes after SE suggests their involvement in the MTLE.

Keywords: clock genes, epilepsy, seizure, spontaneous locomotor activity, circadian rhythm

INTRODUCTION

The circadian timing system generates 24 h oscillations of
metabolic, physiologic and behavioral functions as an adaptive
response to diurnal environmental changes (1, 2). In mammals,
this temporal program is systemically regulated by cells in the
suprachiasmatic nucleus (SCN) of the hypothalamus. SCN is
the master pacemaker, which integrates environmental time
cues (e.g., light/dark cycle) for the necessary synchronization
of different tissues in the body (peripheral oscillators) (3,
4). These circadian oscillations are driven by a network
of transcription/translation-based interlocking feedback loops,
involving a CLOCK/BMAL1 and Period (PER1, PER2, and
PER3)/Cryptochrome (CRY1 and CRY2) protein complexes (5–
7). The CLOCK and BMAL1 form a heterocomplex that induces
the transcription of Per and Cry genes (positive feedback loop).
On the other hand, PERs and CRYs form complexes that
suppress the activity of CLOCK and BMAL1 and their expression
(negative feedback loop), allowing the cycle to repeat (7, 8). This
self-oscillating molecular machinery regulates the expression
of several clock-controlled genes in different tissues, which is
critical for circadian outputs (9, 10). Multiple studies have shown
that circadian disruption might be the cause or consequence of
various human diseases (11–19).

Mesial Temporal Lobe Epilepsy (mTLE) is a chronic disease
characterized by spontaneous and recurrent partial seizures
(SRS) elicited by an excessive and overly synchronized neuronal
activity in limbic regions of the brain. An intriguing well-
documented feature in this condition is the occurrence of
seizures. Despite being unpredictable, seizure episodes display
a circadian rhythm (20). In fact, it has been shown in mTLE
patients, that seizures present a 24 h non-random pattern of
distribution with a unimodal or bimodal distribution (20–
22). Similarly, experimental models of mTLE exhibit a diurnal
oscillation pattern for the occurrence of SRS (23–30), with an
exception (31). These data suggest that the limbic seizures are
modulated by a circadian regulatory system.

The pathogenesis of mTLE is a complex process having
a close relationship with the circadian system. Prior to the
onset of SRS, the brain undergoes series of progressive
structural and cellular alterations and reorganization elicited
by an initial precipitating injury, such as Status Epilepticus

(SE). The changes, collectively referred to as epileptogenic
processes, comprise neuron loss, aberrant neurogenesis, gliosis,
axonal damage, dendritic plasticity, altered gene expression,
and inflammation. Such changes occur prominently in the
hippocampal formation (32–38), a region of the brain identified

as an important peripheral oscillator in mammalian (39–
44). Nonetheless, the extent to which circadian rhythms and
epileptogenesis influence each other remains unclear though
studies point to the presence of bidirectional interaction (13,
27, 45–48). On the one hand, some studies imply that the
time of the day has an effect on the threshold for seizure
induction in different experimental models (49–53). For example,
in pilocarpine (PILO) induced SE, both shorter latency to
seizures and severe seizures were associated with the induction
of SE in daytimes vis-à-vis the dark period. Moreover, circadian
disruption through knockdown of Bmal1 or clock-controlled
genes leads to a reduced seizure threshold (54, 55). On the
other hand, epileptogenic processes can alter circadian biological
rhythms. It has been reported in experimental models of
mTLE that changes in the diurnal rhythms of spontaneous
locomotor activity (SLA) and temperature body occur a few
weeks after SE induction or/and after SRS onset (27, 56–58).
Continuous 24/7 video/telemetric hippocampal EEG recordings
in a PILO-induced SE have revealed that SE induces a
transient suppression of the physiologic circadian EEG pattern,
which correlates with less severe seizures during this period.
Remarkably, SRS ensue after the stabilization of the circadian
rhythm and start to emerge in clusters or a more severe manner
(59).

However, molecular mechanisms involved in the interaction
between epileptogenesis and the circadian system remains
unclear. Partly, this is due to a lack of studies on the
rhythmic expression of clock genes in epileptic phases. A recent
study, using large-scale approaches, demonstrated a diurnal
molecular landscape in the hippocampus of epileptic mice
[(60), preprint publication]. However, the potential changes
in clock genes across different phases of epileptogenesis have
not been investigated. It is also unknown how does circadian
gene expression relate to induction of spontaneous seizures
and epilepsy. In our previous study, we analyzed the temporal
profiling of clock genes mRNA levels in the hippocampus of
naïve rats (61). Here, we address this issue by studying these
genes in a post-SE model of mTLE, a prototype showing similar
epileptogenic and histopathological processes as human mTLE
(62). First, we evaluated the effects of SE on diurnal rhythms of
SLA in rats during the early post-SE and epileptic periods. Next,
we examined the temporal expression of Clock, Bmal1, Cry1,
Cry2, Per1, Per2, and Per3 mRNA levels in the hippocampus of
naïve rats and rats subjected to SE in early post-SE and epileptic
phases. Finally, the gene expression levels were investigated
by RT-qPCR in the hippocampus of experimental and control
animals.
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MATERIALS AND METHODS

Animals and Experimental Groups
Experiments included 100 male adult Wistar rats (300–400 g)
from the main breeding stock of the Federal University of
Alagoas. Ten rats were designated for SLA experiments, and 90
rats were used for molecular analysis (Figure 1). Rats were 192–
206 days-old and kept at 22 ± 2◦C in groups of five per cage
with free access to food and water. The animals were under a
12 h light and 12 h dark regimen, which was divided into 24 h
Zeitgeber time units (ZT), where ZT0 is when the light is turned
on (6 a.m.) and ZT12 when the light is turned off (6 p.m.).
The rats assigned to SLA experiments (n = 10) were the same
recorded during the baseline. These comprise the naïve control
group, the early post-SE group (i.e., 17 days after SE-induction),
and the epileptic group (Figure 1A). Rats belonging to molecular
analyses (n= 90) were euthanized every 4 h during a 24 h period
(five animals per time point) at the ZT 0, 4, 8, 12, 16 and 20
for each group. These animals were euthanized by decapitation
using a guillotine within 20min of the each ZT. For ZT12, ZT16,
and ZT20, the euthanasia was done in dim red light (Figure 1B).
All animal experiments were performed per a protocol approved
by the Research Ethics Committee of the Federal University of
Alagoas (Permit number: 12/2014) and were consistent with the
International guidelines of the ethical use of animals, such as
those from the Society for Neuroscience. Animal health was
monitored throughout the experimental period as described
previously (61). All efforts were made to reduce the number
of animals used and to avoid any unnecessary suffering. No
animals presented clinical/behavioral signs of pain or unexpected
distress used as humane endpoint criteria for euthanasia. We
have followed the standard biosecurity.

Post-SE Model of MTLE
The SE induction and evaluation were performed as detailed
elsewhere (63). Briefly, rats were injected intraperitoneally (i.p.)
with lithium chloride (127 mg/kg, Sigma) followed by PILO
(30 mg/kg, Sigma) after 18 h. To counteract the peripheral
cholinergic effects, scopolamine butyl-bromide (1 mg/kg, Sigma)
was administered 30min before the administration of PILO.
Animals were kept in SE for 90min before seizure interruption
with an injection of diazepam (5 mg/kg; i.p.). For the molecular
analysis, from post-SE day 3, animals were individually placed
in acrylic cages, and their behavior was videotaped for ∼8 h per
day over 11 weeks. All videos were analyzed by two independent
observers, and the severity score of SRS was classified as per
Racine scale, which is based on five stages: stage 1 (mouth and
facial movement), stage 2 (head nodding), stage 3 (forelimb
clonus), stage 4 (rearing with forelimb clonus), and stage 5
(rearing and falling with forelimb clonus) (64). Animals that
displayed no SRS were included for analysis in the early post-
SE phase, whereas animals that exhibited two or more SRS with
severity scores equal or greater than 3 were chosen for analysis
in the epileptic phase. Animals were euthanized 7 days after
SE for the early post-SE phase analysis, and 11 weeks after SE
for the epileptic phase analysis. During the video-recordings, we
observed a total of 80 SRS. Of these, 48.5% were classified as

stage 5 according to the Racine Scale severity, 26.25% as stage
4, 18.75% as stage 3, 5% as stage 2, and 1.25% as stage 1. The
average frequencies of different stages of spontaneous seizures
recorded per animal in the epileptic group were 1.3 (stage 5), 0.7
(stage 4), 0.54 (stage 3), and 0.1 (stage 2). Only the animals which
presented at least two stage 3 or higher seizures were included in
the epileptic group.

SLA
The rats were habituated individually to 37× 24.2× 24 cm cages
for 14 days, and SLA was then continuously detected over a 10-
day period (named as the baseline). The infrared motion sensors
detect any movement inside the cage. They were placed 15 cm
above the cage lids and automatically recorded the movement
time in a computer every 5min by the SAP System (Dr. Marconi
Camara Rodrigues, Universidade Federal do Rio Grande do
Norte, Natal, Brazil, 2011). After 240 h of baseline recordings, rats
were subjected to SE. SLAs were again recorded from each animal
for 10 days, starting both at 7 days post-SE (called early post-SE
group) and at 10 weeks post-SE (epileptic group).

RNA Extraction and Reverse Transcription
The entire hippocampus was rapidly dissected, isolated on an ice-
chilled plate and immediately frozen and stored in liquid nitrogen
until RNA extraction. Total RNA was purified using Trizol
reagent (Invitrogen, CA, USA) following the manufacturer’s
protocol. Total RNA from the left hippocampus of each rat
was treated with DNase I (Ambion, TX, USA) for 30min to
avoid amplification of genomic DNA. Total RNA (1 µg) was
reverse transcribed to single-stranded cDNA using the High-
Capacity cDNA Reverse Transcription Kit (Applied Biosystems,
Foster City, CA) according to manufacturer’s instructions. Once
reverse-transcription was complete, samples were diluted (10X)
in TE (Tris 10mM, pH 7.4; EDTA 0.1mM, pH 8.0) and stored at
–80◦C until further analysis.

qPCR
qPCR was carried out on a StepOnePlus PCR System (Applied
Biosystems). The clock primer sequences and characteristics are
described in previous reports (61, 65). Reactions were performed
in a 12 µL volume containing cDNA (2 µL), 0.2 ± 0.6µM
each of specific forward (F) and reverse (R) primers, and 6
µl Power Syber1Green PCR Master Mix (Applied Biosystem,
CA, USA). The amplification protocol was as follows: initial
10min denaturation and 40 cycles of 95◦C for 15 s and 60◦C
for 1min. To ensure specificity of the PCR amplicon, we
performed a melting curve analysis, ranging from 60 to 95◦C,
with temperature increases in steps of 0.5◦C every 10 s. All
primers showed an RT-qPCR efficiency ranging from 90 to 110%,
as assessed by a standard curve based on a 5 points serial dilution
of pooled cDNA (1:20; 1:40; 1:80; 1:160, and 1:320). The absence
of contamination was confirmed using a no template control
(NTC), with water in place of cDNA in each. Each assay was
performed in triplicate, and the mean values were used for
further analysis. The target gene expression was normalized to
the Tubb2a/Rplp1 as previously determined in our previous study
as the best combination of reference genes for diurnal expression
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FIGURE 1 | Experimental design. (A) Rats assigned to the SLA experiments (n = 10) were placed on the rack equipped with sensors in order to record the

spontaneous locomotor activity. The basal activity was considered the recording of 10 days in free movement, what we called baseline (white bar). At 10th day, these

rats received the pilocarpine injection to promote the status epilepticus (SE). After a week, the animals were in the early post-SE phase, and the SLA was recorded for

10 days (from day 17 to 27, gray bar), and they are considered as early post-SE group. The animals were transferred to the video recording chamber, and the seizure

observation was done every day from 10 a.m. to 6 p.m. All animals that presented two or more stage 3 seizures (Racine scale) were considered for the epileptic

group. These rats were then re-placed at the SLA recording chamber, and the SLA was recorded for 10 days (black bar). (B) Rats belonging to molecular analyses

(n = 90) were euthanized every 4 h during a 24 h period (five animals per time point) at the ZT 0, 4, 8, 12, 16, and 20 for each group. All these animals were euthanized

by decapitation using a guillotine within 20min of the each ZT. For ZT12, ZT16, and ZT20, the euthanasia was done in the dim red light. SE, Status Epilepticus; SLA,

Spontaneous Locomotor Activity; ZT, Zeitgeber time units.

analysis in the hippocampus (61). A similar profile was seen with
Tubb2a/Rplp1 in the prior study. Relative amounts of transcripts
were calculated using the ²-11Ct method (66). Values were
expressed in quantities relative to the calibrator, which was run
on each PCR plate through the entire experiment.

Statistical Analysis
The serial analysis of the locomotor activity was carried out using
the software El Temps (Dr. Antoni Diez-Noguera, University
of Barcelona, Barcelona, Spain, 1999). This software calculates
all the rhythmic parameters, such as the period, onset, offset,
alpha (active phase), acrophase, amplitude, the center of gravity,
area under curve, mean waveform, and intracycle variability.
The variables’ comparisons between conditions were made by
repeated measures ANOVA, followed by Bonferroni’s post hoc
tests.

Acrophase software (http://www.circadian.org/softwar.html)
was used for the analysis of circadian patterns of clock genes
expression. A p < 0.05 was taken as indicative of the presence of
a rhythm with the 24 h (anticipated) period. Acrophase (ACRO)
performs a cosinor regression to fit the time-course data to a
cosine function that occurs in a 24 h period. The program detects
periodicity and computes the achophase of circadian rhythmwith
the 95% confidence interval.

For gene expression’s rhythm comparisons, the Spearman
correlation and the cross-correlations were done using the IBM
SPSS Statistics R© (version 21). We considered high correlation
when coefficient values were above 0.80, moderately correlation
when values ranged from 0.50 −0.79, and low correlation when
coefficient values were below 0.50. All datasets were assessed for
normal distribution by Kolmogorov-Smirnov test. To compare
mean gene expression per condition (the mean of all ZTs), we
performed the Kruskal-Wallis test with Dunn’s post hoc tests,
once the distribution was found to be not normal according to
the Kolmogorov-Smirnov test. Mean differences were considered
statistically significant when p < 0.05, and the results were

presented graphically as the mean and standard error of the
mean.

RESULTS

SLA
All animals maintained the circadian rhythmicity of the
SLA, with a similar period from the baseline [Figures 2A,B;
Mean = 1437 ± 6min; F(2,8) = 2.869, p = 0.115]. The SLA (area
under the curve of the mean waveform) was higher in both early
post-SE and epileptic phases. However, during the light period,
epileptic animals presented an evenmore intense activity than the
animals in the early post-SE phase [Figure 2D; F(2,8) = 18.954,
p = 0.001; post-hoc Bonferroni p = 0.008 and p < 0.001].
Concerning the circadian phase (Figure 2C), the activity onset
occurred earlier in epileptic rats [F(2,8) = 23.581, p < 0.001,
post-hoc Bonferroni p < 0.001], compared to other conditions.
However, the acrophase was observed later in epileptic animals in
comparison to the baseline only. There was no difference in the
activity’s end time among conditions. The intracycle variabilities
were higher in the epileptic phase compared to other conditions,
revealing that the circadian rhythm of the locomotor activity is
more fragmented in this condition [F(2,8) = 13.813, p = 0.003;
post-hoc Bonferroni p= 0.003 and p= 0.005] (Figure 2E).

Temporal Profiling of Clock Transcript
Levels in Post-SE Model of MTLE
We systematically evaluated the temporal profiling of Bmal1,
Clock, Cry1, Cry2, Per1, Per2, and Per3 mRNA levels in the
hippocampus of naïve rats or rats subjected to SE (early post-
SE and epileptic phases) sacrificed every 4 h during a 24 h
period. Figure 3 illustrates the temporal organization and phase
relationship of clock genes analyzed. Using the Acrophase
software, we observed that only Clock did not show a rhythmic
expression pattern in all conditions (Figure 3D). The oscillatory
expression of Bmal1 was kept in rats subjected to SE. However,
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FIGURE 2 | Circadian rhythm analysis of locomotor activity variables in different stages after SE induction. (A) Representative graphics of one-day activity waveform

(left) with the cosine fit curve (red) and a representative actogram (right) in each condition. All three phases maintained the circadian rhythm of the rest-activity cycle,

without alterations in the period (B). (C) The activity onset (blue triangles) is similar to baseline rats and the ones in the early post-SE phase. However, the epileptic

animals started the activity earlier than the others, meaning that the phase angle between the activity onset and the lights off is shorter in the epileptic condition. The

activity’s end time is similar for all 3 phases (red triangles). The acrophase (green balls) occurs later in the experimental (early post-SE and epileptic) groups. The

duration of the activity phase (alpha, black bars) of epileptic animals is longer. (D) The amount of activity measured by the area under the curve of the mean waveform

showed that the rats are less active during the light than during the dark in all three conditions. Besides, the experimental animals (early post-SE and epileptic) have

higher locomotor activity both during the light and during the darkness. The activity of the epileptic rats is even higher than in the early post-SE condition during the

light phase. (E) The epileptic condition has a more fragmented rhythm, represented by the higher intra-daily variability values. Statistical test for circadian analysis was

done by Acrophase software and El Temps. Comparisons between conditions were done by repeated measures ANOVA, followed by Bonferroni’s post hoc test.

*p < 0.05, **p < 0.01, and ***p < 0.001.

the Bmal1 acrophase was progressively phase advanced over
epileptogenesis (ZT 1.2 for early post-SE condition and ZT
0 for epileptics) compared to naïve rats (ZT 2) (Figure 3C).
Interestingly, the diurnal rhythm of Cry1 and Cry2 was lost
in the early post-SE period but were restored in the epileptic
condition with an earlier acrophase for Cry1 (ZT16.4) and later
for Cry2 (ZT 9.6) compared to naïve rats (ZT 17.6 and ZT
7.6, respectively) (Figures 3A,B). However, by the ANOVA, a
significant difference was observed forCry2 at a single time point.
The Per1, Per2, and Per3 expressions present circadian rhythms
on the naïve condition, as expected (40, 67–69). However, the
Per1 and Per2 rhythmic expressions were disrupted during the
epileptogenesis, both during the early post-SE as well as the
epileptic condition (Figures 3E,F). The Per3 expression oscillates
during the early post-SE, but the rhythm was lost in the epileptic
group (Figure 3F).

Bmal1 expression was in antiphase to Per1 and Per3 in naïve
(ZT 2 (Bmal1) x ZT 16 (Per1), rho = −0.829, p = 0.021 and
ZT14.8 (Per3), rho = −0.946, p = 0.002), as well as to Per3 in
early post-SE (ZT 1.2 × 14.4, rho = −0.886, p = 0.009), and to
Cry2 in epileptic (ZT 0 × ZT 9.6, rho = −0.771, p = 0.036)
rats, which is consistent with the negative temporal correlation
found between these genes in these conditions (Figure 3). Cry1,
Cry2, Per1, and Per2 did not present a rhythmic profile in the
cosinor analysis in the early post-SE period, which also showed
high correlation with Clock [Cry1 rho= 0.886, p= 0.009 (Cry1);
rho = 0.886, p = 0.009 (Cry2); rho = 0.943, p = 0.002 (Per1);
rho= 0.886, p= 0.009 (Per2)].Cry2 became negatively correlated

to Bmal1 after SE (rho = −0.771, p = 0.036) probably due to the
phase changes observed (Figures 3B,C).

We performed the cross-correlation analysis between the
SLA and the expression of clock genes at lag 0 (Figure 4A).
We found higher coefficient indices for Cry1, Per1, and Per3
expression (0.95; 0.97, and 0.82, respectively). This pattern
suggested that the rhythmic expression of these genes is highly
correlated with the SLA rhythm in the naïve condition. This
positive correlation is maintained during the early post-SE
period for Per1 and Per3 (0.83 and 0.86) but decreased during
the epileptic phase. On the other hand, Bmal1 expression
presented a moderate negative correlation with the SLA at
lag 0. Verifying the cross-correlation at other lags, we found
that at lag −1 the cross-correlation coefficient between Bmal1
and SLA was higher, as shown in Figure 4B. At lag −1 the
cross-correlation coefficient was −0.95 for naïve and −0.90
for the early post-SE group. The coefficient is reduced for the
epileptic condition at lag −1 (−0.78), but increased at lag
−2 and decreased at lag 0 when compared with the naïve
(from −0.40 to −0.52 at lag −2 and from −0.76 to −0.425
at lag 0), indicating the phase shift observed throughout the
epileptogenesis.

Finally, the cross-correlation between all the genes and the
SLA are shown for each condition in Figure 4C. The naïve rats
presented a positive correlation between the SLA and the Cry1,
Per1, and Per3 expression (0.95; 0.97, and 0.82, respectively).
All these 4 components present the acrophase on the dark
phase. There is a positive correlation between Per1 and Cry1
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FIGURE 3 | Temporal pattern of gene expression in the rat hippocampus. Relative transcripts levels for 6 time-points (ZT0, ZT4, ZT8, ZT12, ZT16, and ZT20) after

normalization with Tubb2a/Rplp1. (A) The cosine curve adjusted for scattering points of Cry1 relative gene expression revealed the presence of the rhythmicity in naïve

(acrophase at ZT17.6, p < 0.001) and in epileptic conditions (acrophase at 16.4, p < 0.05), but the points in the early post-SE condition do not fit in a cosine curve,

indicating no rhythmic expression throughout 24 h. (B) The same occurs for the Cry2 gene; the relative gene expression showed the presence of the rhythmicity in

(Continued)
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FIGURE 3 | naïve (acrophase at ZT17.6, p < 0.05) and in epileptic conditions (acrophase at 9.6, p < 0.001), but during the early post-SE, there is no rhythmic

expression throughout 24 h. (C) Bmal1 exhibits rhythmicity for all conditions—naïve, early post-SE and epileptic, although the acrophase phase shifted (acrophase at

ZT2.0, p < 0.001, ZT1.2, p < 0.01, and ZT0, p < 0.001, respectively). (D) The Clock gene does not fit a cosine curve in any condition, revealing no circadian rhythmic

expression. (E) For Per1 gene, the relative gene expression showed the presence of the rhythmicity only in naïve (acrophase at ZT16, p < 0.005). (F) Relative gene

expression for Per2 gene showed the presence of the rhythmicity in naïve (acrophase at ZT0, p < 0.001). (G) Per3 exhibit rhythmicity for naïve (acrophase at ZT14.8,

p < 0.005) and early post-SE conditions (acrophase at ZT14.4, p < 0.001). Data are presented as mean ± SE per point. Statistical test for circadian analysis was

done by Acrophase software.

FIGURE 4 | Cross-correlation analysis between SLA and gene expression. (A) Histogram of Spontaneous Locomotor Activity (SLA) rhythm cross-correlation

coefficient at lag 0 versus gene expression. Coefficients above 0.80 (gray dotted line) are considered highly correlated. The SLA rhythm is highly correlated with Cry1,

Per1, and Per3 circadian gene expression in naïve rats and with Per1 and Per3 during the early post-SE. In epileptic rats, the SLA rhythm does not show high

correlation with any gene expression rhythm. (B) Cross-correlation analysis between Bmal1 expression and SLA in different lags. Note that the highest (negative)

correlation occurs at lag −1 and it is higher than 0.80 for naïve and early post-SE condition, but not for the epileptic condition. (C) Cross-correlation coefficients for the

SLA rhythm and all gene expression. The positive correlations are highlighted in blue, and the negative ones are in red.

(0.89) and also between Per1 and Per3 (0.92) in this group.
The Bmal1 expression showed a negative correlation with the
Per1 and Per3 expression (−0.88 and −0.94) since they are
in antiphase (acrophases: Bmal1 = ZT 2; Per1 = ZT16 and
Per3 = ZT14.8) on the naïve group. In the early post-SE
condition, some correlations were maintained, which include
the SLA and Per1 (0.83), SLA and Per3 (0.86), Cry1 and Per1
(0.931), and Bmal1 and Per3 (−0.86). Additionally, there were
three new correlations: Cry1 and Clock (0.95), Per1 and Clock
(0.88) and Per2 and Cry2 (0.82). The association with Clock
expression suggests the weakening of the rhythm, since Clock
presents no rhythmic expression, as well as Per2 and Cry2 in
the early post-SE period. Lastly, in the epileptic condition, the
correlation between Per1 and Per3 returned (0.81). Despite losing
the rhythm in this condition, the expression of these two genes
presented the same pattern. The correlation between Bmal1 and
Cry2 expression increased (−0.80), in as much as the Cry2
rhythm return in antiphase with Bmal1 expression (acrophases
in ZT9.6 x ZT0). No high correlations were identified between
gene expression in the hippocampus and SLA in the epileptic
phase.

Differential Clock Expression Analysis in
Post-SE Model of MTLE
To investigate if the overall expression of clock genes
was dysregulated over SE-induced epileptogenesis in the
hippocampus, we compared the transcript levels among
epileptic, early post-SE and naïve conditions pooled from
6 different ZT (n = 5/ZT). The analysis of the mean
gene expression (the mean from all ZTs) is required to
verify the total gene expression variation throughout
the epileptogenesis process, despite possible differences
due to phase shifts. Bmal1 and Clock transcripts were
significantly decreased in the hippocampus of epileptic rats
[H(3) = 10.52, p = 0.0052, Figure 5C and H(3) = 18.39,
p = 0.0001, Figure 5D, respectively]. Cry2 was progressively
decreased over epileptogenesis [H(3) = 32.39, p < 0.0001,
Figure 5B], whereas Cry1 and Per1 increased in the early
post-SE condition, and returned to normal levels in the
epileptic condition [H(3) = 7.808, p = 0.0202, Figure 5A and
H(3) = 10.96, p = 0.0042, Figure 5E, respectively]. Per3 and
Per2 did not present significant differences among the groups
(Figure 5).
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FIGURE 5 | Differential gene expression in the post-SE model. The computed mean ± SE for each condition are represented in these histograms. (A) The mean of

Cry1 transcripts are increased in the early post-SE condition, compared to naïve, but returns to basal levels in the epileptic condition. (B) The Cry2 expression is

gradually decreased over the epileptogenesis. (C) The Bmal1 relative transcript levels are diminished in the epileptic animals, compared to naïve. (D) The total Clock

expression is similar in naïve and early post-SE phases, but is reduced in the epileptic condition. (E) The mean of Per1 transcripts are increased in the early post-SE

condition, compared to naïve, but returns to basal levels in the epileptic condition. No differences were found in Per2 (F) and Per3 (G) expression levels. One way

ANOVA, followed by Bonferroni’s post hoc. *p < 0.05, **p < 0.01, and ***p < 0.001.
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DISCUSSION

SLA
Considering that a few studies have examined the impact of SE
on biological rhythms, our first objective was to evaluate the
temporal pattern of SLA during epileptogenesis. Corroborating
with the literature (56), we observed that: (i) the 24 h-oscillating
SLA remains intact in post-SE groups, although the phase and
the activity’s amount change in early post-SE and epileptic
conditions. (ii) Both light and dark phase SLA were increased
after SE and remained elevated in the epileptic condition.
(iii) The acrophase of the SLA rhythm was delayed during
epileptogenesis. (iv) The SLA onset occurred earlier in epileptic
animals. Our current findings complement these data by showing
that epileptic rats present a more fragmented 24 h rhythmicity
for SLA besides having an extended active phase (alpha) length
and higher intracycle variability index, which was evidenced by
a significant advance in activity onset followed by no changes
on the activity’s end time. Since they started the SLA earlier
with a delayed acrophase, there was also a change in the phase
angle.

It has been well documented that SE or limbic seizures do not
abort the diurnal rhythm of SLA (27, 56), body temperature (57),
and the EEG pattern (59). The EEG pattern is only transiently
suppressed during a few days (2.9 ± 0.5 days) after PILO-
induced SE (59). Besides, the phase shift (∼12 h) observed in the
hippocampus electrical activity does not alter the 24 h period of
the global rhythms in epileptic animals, including the core body
temperature and theta state transitions (70). Our observation
that both SE and SRS do not abolish the rhythmic oscillation of
some core clock genes, such as Bmal1, Cry1, and Cry2, provides
molecular support for the maintenance of circadian output
during the epileptogenic processes. Indeed, the loss of Bmal1
in mice results in SLA impairment, reducing the activity level
and abolishing the circadian rhythmicity in constant darkness
(71).

On the other hand, in TLE, some aspects of the rhythms
are altered, as evidenced by the advances and delays in
circadian rhythm temperature (CRT) (58) and the long-term
changes in the diurnal SLA rhythm. Since the hippocampus
is an important peripheral oscillator, it is possible that the
remapping in the hippocampus circadian outputs in epileptic
rats contribute to modulation of some diurnal rhythms. In
fact, the phase advance of SLA may be related to the phase
advance observed for Bmal1 in the hippocampus. Also, astrocytes
in conditional Bmal1 knockout mice showed a significantly
advanced SLA onset after constant darkness (72), which may
correlate to the reduced levels observed for Bmal1 in the
hippocampus in our study, concomitant to an earlier SLA
onset. The disrupted expression of Per1, Per2, and Per3
found in the epileptic group and the rearrangements in the
correlation patterns during epileptogenesis could also be related
to the modifications observed for SLA during this condition,
such as a more fragmented activity. In this regard, the lack
of significant correlations between SLA and gene expression
in the epileptic group may indicate an uncoupling process
between peripheral, and the central oscillators in this condition

occurred during the neuronal rearrangement of the early post-SE
period.

The contribution of alterations in the hippocampus to SLA
is likely linked to the activation of hippocampal–accumbens
pathway after PILO-SE induction as demonstrated previously
(56). Alternatively, the SRS could modulate SCN-related
functions (73). Notwithstanding, it has been shown that there
is no histological damage at the SCN, in the PILO-model of
epilepsy (56), though there is no physiological or molecular
rhythm study to provide the evaluation about the temporal
cellular activity inside the SCN in this model. The causality
of these associations, however, cannot be determined herein.
Also, a higher temporal resolution in data series would be
necessary to precise changes in phase advance/delay between
oscillators.

Clock Genes in Early Post-SE and Epileptic
Phases
The current study describes, for the first time, the effect
of SE on the temporal transcriptional expression of seven
core clock genes in post-Status Epilepticus-model of mTLE. A
remarkable feature in clinical and experimental TLE is that
the SRS follows a 24 h periodicity and the pattern persists in
a constant darkness condition (27). However, the molecular
mechanism underlying this phenomenon is yet to be uncovered
(74). We observed that the 24 h rhythmicity of Bmal1, Cry1,
and Cry2 transcripts in the hippocampus is maintained in
epileptic animals, although with phase changes. However, we
did not identify rhythmic expression for Per1, Per2, and Per3
in epileptic rats. We also confirmed our previous finding that
the Clock gene expression in the hippocampus of naïve rats
does not fit in a cosine curve (61). This noncyclic expression
pattern is kept in early post-SE and epileptic conditions.
Since rhythmic expression of core clock proteins following
the transcription of clock genes is fundamental to sustain
the Transcriptional Translational Feedback Loops (TTFLs), it
is expected that clock proteins also present rhythmicity in
our samples when the mRNAs are rhythmic. The activity
of these clock genes in the normal hippocampus may be
regulating morphological and physiological circadian changes
in this structure, including dendritic patterning and spine
density, neurogenesis, and long-term potentiation (75–79). On
the other hand, the circadian products oscillation in an epileptic
hippocampus may contribute to rhythmic variation in the
epilepsy threshold, and generation of SRS in a temporal pattern.
In fact, it has been shown that the daytime or dark/light
conditions influence the susceptibility for seizure onset and
severity (51–53, 80) as well as the anticonvulsant efficacy of
antiepileptic drugs (81). Thus, the oscillatory gene can drive a
circadian availability of molecular factors that act in the electrical
activity of the brain, resulting in rhythmic fluctuation in neuronal
excitability (23, 82). Accordingly, a recent study using large-scale
approach, demonstrated a diurnal remapping of the circadian
molecular landscape in the hippocampus of a mouse model of
TLE [(60), preprint publication]. Interestingly, mTOR pathway
activity which is increased in epileptic animals demonstrates
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circadian oscillations (40, 83–86). Hepatic mTORC1 controls
the daily levels of locomotor activity, body temperature, and
lipid metabolism (84) and also show circadian activity (85–
87). Furthermore, mTORC1 rhythmicity is controlled by the
circadian molecular clock (85, 86). Bmal1 negatively regulates
mTORC1 signaling over a 24 h cycle by affecting the expression
of mtor and deptor in the liver (86). An in-depth analysis of the
temporal expression of these genes in the epileptic hippocampus
and their potential time-dependent functional roles in the
generation/maintenance of SRS in mTLE will be needed to
comprehend better the function of these genes.

Regarding the pathogenesis of mTLE, SE-induced
epileptogenesis cause alterations in several biological processes,
such as gene expression, cell proliferation, dendritic plasticity,
which are physiologically modulated by an endogenous circadian
system (76, 77, 88). The current opinion is that these changes
are related to compensatory mechanisms against the insult
and/or to a series of epileptogenic processes that establish
an epileptic state. In this study, we did not identify diurnal
variation of Cry1, Cry2, Per1, and Per2 mRNA expression
during the early post-SE, whereas Bmal1 presented an advanced
acrophase. A phase advance was also demonstrated for Cry1,
during the epileptic condition, while Cry2 presented a phase
delay, suggesting a dysregulation in the rhythm outputs
of the biological processes occurring in this period. The
confirmation and the consequences of this dysregulation on the
epileptogenesis remain to be investigated. On the other hand,
it is plausible that these oscillatory genes play functional roles
in epileptogenic processes that are independent of circadian
function. Indeed, CRY1 and CRY2 interact with nuclear
receptors and modulate transcriptional activity (89). From this
perspective, it is possible that diminished expression of Cry2
and elevated expression of Cry1 in the early post-SE phase
may be involved in epileptogenicity, possibly due to its role
in gene expression regulation. It is known that the epilepsy
induced by pilocarpine reduces RORα mRNA and protein
expression in the hippocampus of rats during the early post-SE
phase (90). This variation can be the responsible for the Crys
rhythm expression’s change during the early post-SE phase.
Regarding Cry1, studies have shown that its functional role
as a negative regulator of inflammatory processes (91). The
reduced expression of Cry1 key transcriptional targets lengthens
the period of circadian molecular rhythms (92). In fact, the
deletion of Cry1 increases various proinflammatory cytokines,
including IL-1β and TNF-α, through the NF-kB pathway
(93). Furthermore, the overexpression of Cry1 decreased the
activation of TNF-α gene expression (94). Considering these,
and the fact that TNF-α and other cytokines are elevated after SE,
it is possible that the Cry1 over-expression in the early post-SE
condition is a compensatory anti-inflammatory activity. Per1
up-regulation has also been seen upon depolarization in vitro
or in epilepsy animal models, but its functional significance
on epileptogenic process remains unclear (95).Thus, the exact
role of the circadian oscillatory genes in the hippocampus
remains unknown and functional assays will be important to

disentangle the involvement of these clock genes on generation
or maintenance of seizures.

In summary, the current study provides a systematic
characterization of the temporal expression of Bmal1, Clock,
Cry1, Cry2, Per1, Per2, and Per3 transcripts and the SLA
during SE-induced epileptogenesis. Our findings showed that
although SLA circadian cycle is preserved in early post-SE and
epileptic conditions, its circadian phase is changed and the
rhythms were more fragmented in epileptic rats, suggesting
that the phase coupling between the central and peripheral
oscillators gets impaired by SRS. Additionally, we observed that
Bmal1 oscillation is intact in the early post-SE and epileptic
phases, although with a phase advanced acrophase in the
epileptic condition. Cry1 and Cry2 circadian oscillations were
not detected in the early post-SE condition, which might be
due to hippocampal reorganization. Nonetheless, the rhythmicity
returns in the epileptic condition, also with phase shifts. These
changes support the oscillation pattern of biological outputs
emerged from the hippocampus after SE, including the 24 h
periodicity in seizures. Per1, Per2, and Per3, however, lose
the circadian rhythmicity in epileptic animals, aggravating
the uncoupling between the oscillator and may contribute to
epileptogenic processes independent of their circadian function.
In general, the expressions of clock genes were significantly
dysregulated during SE-induced epileptogenesis. There are some
controversies regarding the relevance of the PILO-induced SE
to human TLE (96, 97). Nonetheless, this animal prototype
is widely used as it replicates the progression of multiple
events observed in TLE. Hence, the findings of this animal
model study are relevant for understanding the role of clock
genes in epileptogenic processes and the development of
chronic epilepsy after SE. Therefore, performing functional
assays either by modulating the expression of the core clock
genes in different stages of epileptogenesis or by inducing
epilepsy in animals with a knockout of specific clock genes
will be of great interest in future studies for addressing
the specific role of individual clock genes epileptogenic
processes.

AUTHOR CONTRIBUTIONS

HM, BK, WP, and DG performed the experiments and the
analysis. DG, OC, and MD designed the experiments. DG, AS,
BK, TdA, JL, and MK wrote the article.

FUNDING

Fundação de Amparo à Pesquisa do Estado de São
Paulo (FAPESP); Conselho Nacional de Desenvolvimento
Científico e Tecnológico (CNPq); Fundação de Amparo à
Pesquisa do Estado de Alagoas (FAPEAL); Coordenação de
Aperfeiçoamento de Pessoal de Nível Superior (CAPES).
The funders had no role in study design, data collection
and analysis, decision to publish, or preparation of the
manuscript.

Frontiers in Neurology | www.frontiersin.org 10 August 2018 | Volume 9 | Article 632

https://www.frontiersin.org/journals/neurology
https://www.frontiersin.org
https://www.frontiersin.org/journals/neurology#articles


Matos et al. Circadian Rhythms After Status Epilepticus

REFERENCES

1. Marques N, Menna-Barreto L (eds.). Cronobiologia: Princípios e Aplicações.
São Paulo: Coleção Acadêmica (2005).

2. Refinetti R. Circadian Physiology, 3rd Edn. CRC Press; Boise State; University
Idaho (2006).

3. Li J-D, Hu W-P, Zhou Q-Y. The circadian output signals from
the suprachiasmatic nuclei. Prog Brain Res. (2012) 199:119–27.
doi: 10.1016/B978-0-444-59427-3.00028-9

4. Coomans CP, Ramkisoensing A, Meijer JH. The suprachiasmatic
nuclei as a seasonal clock. Front Neuroendocrinol. (2015) 37:29–42.
doi: 10.1016/j.yfrne.2014.11.002

5. Lee C, Etchegaray JP, Cagampang FRA, Loudon ASI, Reppert SM.
Posttranslational mechanisms regulate the mammalian circadian clock. Cell
(2001) 107:855–67. doi: 10.1016/S0092-8674(01)00610-9

6. Lowrey PL, Takahashi JS. Genetics of circadian rhythms in
mammalian model organisms. Adv Genet. (2011) 74:175–230.
doi: 10.1016/B978-0-12-387690-4.00006-4

7. Shearman LP, Sriram S, Weaver DR, Maywood ES, Chaves I, Zheng B, et al.
Interacting molecular loops in the mammalian circadian clock. Science (2000)
288:1013–9. doi: 10.1126/science.288.5468.1013

8. Reppert SM, Weaver DR. Coordination of circadian timing in mammals.
Nature (2002) 418:935–41. doi: 10.1038/nature00965

9. Li S, Zhang L. Circadian control of global transcription. Biomed Res Int. (2015)
2015:1–8. doi: 10.1155/2015/187809

10. Mazzoccoli G, Pazienza V, Vinciguerra M. Clock genes and clock-controlled
genes in the regulation of metabolic rhythms. Chronobiol Int. (2012) 29:227–
51. doi: 10.3109/07420528.2012.658127

11. Focan C. Circadian rhythms and cancer chemotherapy. Pharmacol Ther.

(1995) 67:1–52. doi: 10.1016/0163-7258(95)00009-6
12. GuptaMA, Simpson FC, Gupta AK. Psoriasis and sleep disorders: a systematic

review. Sleep Med Rev. (2016) 29:63–75. doi: 10.1016/j.smrv.2015.09.003
13. Hofstra-Van Oostveen WA, De Weerd AW. Seizures, epilepsy, and circadian

rhythms. Sleep Med Clin. (2012) 7:99–104. doi: 10.1016/j.jsmc.2011.12.005
14. Knutson KL, Van Cauter E. Associations between sleep loss and increased

risk of obesity and diabetes. Ann N Y Acad Sci. (2008) 1129:287–304.
doi: 10.1196/annals.1417.033

15. Li S, Wang Y, Wang F, Hu LF, Liu CF. A new perspective for
Parkinson’s disease: circadian rhythm. Neurosci Bull. (2017) 33:62–72.
doi: 10.1007/s12264-016-0089-7

16. Monteleone P, Maj M. The circadian basis of mood disorders: recent
developments and treatment implications. Eur Neuropsychopharmacol. (2008)
18:701–11. doi: 10.1016/j.euroneuro.2008.06.007

17. Mormont MC, Waterhouse J. Contribution of the rest–activity circadian
rhythm to quality of life in cancer patients. Chronobiol Int. (2002) 19:313–23.
doi: 10.1081/CBI-120002606

18. Roenneberg T, Merrow M. The circadian clock and human health. Curr Biol.
(2016) 26:R432–R443. doi: 10.1016/j.cub.2016.04.011

19. Smolensky MH, Hermida RC, Reinberg A, Sackett-Lundeen L, Portaluppi
F. Circadian disruption: New clinical perspective of disease pathology and
basis for chronotherapeutic intervention. Chronobiol Int. (2016) 33:1101–19.
doi: 10.1080/07420528.2016.1184678

20. Mirzoev A, Bercovici E, Stewart LS, Cortez MA, Snead OC, Desrocher M.
Circadian profiles of focal epileptic seizures: a need for reappraisal. Seizure
(2012) 21:412–6. doi: 10.1016/j.seizure.2012.03.014

21. Kaleyias J, Loddenkemper T, Vendrame M, Das R, Syed TU, Alexopoulos AV,
et al. Sleep-wake patterns of seizures in children with lesional epilepsy. Pediatr
Neurol. (2011) 45:109–13. doi: 10.1016/j.pediatrneurol.2011.03.006

22. Nzwalo H, Menezes Cordeiro I, Santos AC, Peralta R, Paiva T, Bentes C.
24-hour rhythmicity of seizures in refractory focal epilepsy. Epilepsy Behav.

(2016) 55:75–8. doi: 10.1016/j.yebeh.2015.12.005
23. Matzen J, Buchheim K, Holtkamp M. Circadian dentate gyrus excitability

in a rat model of temporal lobe epilepsy. Exp Neurol. (2012) 234:105–11.
doi: 10.1016/j.expneurol.2011.12.029

24. Tchekalarova J, Pechlivanova D, Itzev D, Lazarov N, Markova P, Stoynev A.
Diurnal rhythms of spontaneous recurrent seizures and behavioral alterations
of Wistar and spontaneously hypertensive rats in the kainate model of
epilepsy. Epilepsy Behav. (2010) 17:23–32. doi: 10.1016/j.yebeh.2009.11.001

25. Tchekalarova J, Pechlivanova D, Atanasova T, Markova P, Lozanov V, Stoynev
A. Diurnal variations in depression-like behavior ofWistar and spontaneously
hypertensive rats in the kainate model of temporal lobe epilepsy. Epilepsy
Behav. (2011) 20:277–85. doi: 10.1016/j.yebeh.2010.12.021

26. Van Nieuwenhuyse B, Raedt R, Sprengers M, Dauwe I, Gadeyne S,
Carrette E, et al. The systemic kainic acid rat model of temporal
lobe epilepsy: Long-term EEG monitoring. Brain Res. (2015) 1627:1–11.
doi: 10.1016/j.brainres.2015.08.016

27. Quigg M, Clayburn H, Straume M, Menaker M, Bertram EH.
Effects of circadian regulation and rest-activity state on spontaneous
seizures in a rat model of limbic epilepsy. Epilepsia (2000) 41:502–9.
doi: 10.1016/j.biotechadv.2011.08.021.Secreted

28. Cavalheiro EA, Leite JP, Bortolotto ZA, Turski WA, Ikonomidou C, Turski L.
Long-term effects of pilocarpine in rats: structural damage of the brain triggers
kindling and spontaneous i recurrent seizures. Epilepsia (1991) 32:778–82.
doi: 10.1111/j.1528-1157.1991.tb05533.x

29. Bertram EH, Cornett JF. The evolution of a rat model of chronic
spontaneous limbic seizures. Brain Res. (1994) 661:157–62.
doi: 10.1016/0006-8993(94)91192-4

30. Arida RM, Scorza FA, De Araujo Peres C, Cavalheiro EA. The course of
untreated seizures in the pilocarpine model of epilepsy. Epilepsy Res. (1999)
34:99–107. doi: 10.1016/S0920-1211(98)00092-8

31. Bajorat R,WildeM, Sellmann T, Kirschstein T, Köhling R. Seizure frequency in
pilocarpine-treated rats is independent of circadian rhythm. Epilepsia (2011)
52:e118–22. doi: 10.1111/j.1528-1167.2011.03200.x

32. Coulter DA. Chronic epileptogenic cellular alterations in the limbic
system after status epilepticus. Epilepsia (1999) 40(Suppl. 1):S23–41.
doi: 10.1111/j.1528-1157.1999.tb00875.x

33. Curia G, Lucchi C, Vinet J, Gualtieri F, Marinelli C, Torsello A, et al.
Pathophysiogenesis of mesial temporal lobe epilepsy: is prevention
of damage antiepileptogenic? Curr Med Chem. (2014) 21:663–88.
doi: 10.2174/0929867320666131119152201

34. Engel T, Henshall DC. Apoptosis, Bcl-2 family proteins and caspases: The
ABCs of seizure-damage and epileptogenesis? Int J Physiol Pathophysiol

Pharmacol. (2009) 1:97–115
35. Gitaí DLG, Fachin AL, Mello SS, Elias CF, Bittencourt JC, Leite JP, et al.

The non-coding RNA BC1 is down-regulated in the hippocampus of Wistar
Audiogenic Rat (WAR) strain after audiogenic kindling. Brain Res. (2011)
1367:114–21. doi: 10.1016/j.brainres.2010.10.069

36. Meldrum B. Excitotoxicity and epileptic brain damage. Epilepsy Res. (1991)
10:55–61.

37. Pitkänen A, Lukasiuk K. Molecular and cellular basis of epileptogenesis
in symptomatic epilepsy. Epilepsy Behav. (2009) 14:16–25.
doi: 10.1016/j.yebeh.2008.09.023

38. Vezzani A, French J, Bartfai T, Baram TZ. The role of inflammation in
epilepsy. Nat Rev Neurol. (2011) 7:31–40. doi: 10.1038/nrneurol.2010.178

39. Amir S, Harbour VL, Robinson B. Pinealectomy does not affect diurnal
PER2 expression in the rat limbic forebrain. Neurosci Lett. (2006) 399:147–50.
doi: 10.1016/j.neulet.2006.01.041

40. Lipton JO, Boyle LM, Yuan ED, Hochstrasser KJ, Chifamba FF,
Nathan A, et al. Aberrant proteostasis of BMAL1 underlies circadian
abnormalities in a paradigmatic mTOR-opathy. Cell Rep. (2017) 20:868–80.
doi: 10.1016/j.celrep.2017.07.008

41. Shieh KR. Distribution of the rhythm-related genes rPERIOD1, rPERIOD2,
and rCLOCK, in the rat brain. Neuroscience (2003) 118:831–43.
doi: 10.1016/S0306-4522(03)00004-6

42. Smarr BL, Jennings KJ, Driscoll JR, Kriegsfeld LJ. A time to remember: The
role of circadian clocks in learning and memory. Behav Neurosci. (2014)
128:283–303. doi: 10.1037/a0035963

43. Uz T, Ahmed R, Akhisaroglu M, Kurtuncu M, Imbesi M, Dirim Arslan
A, et al. Effect of fluoxetine and cocaine on the expression of clock genes
in the mouse hippocampus and striatum. Neuroscience (2005) 134:1309–16.
doi: 10.1016/j.neuroscience.2005.05.003

44. Wakamatsu H, Yoshinobu Y, Aida R, Moriya T, Akiyama M, Shibata S.
Restricted-feeding-induced anticipatory activity rhythm is associated with a
phase-shift of the expression of mPer1 and mPer2 mRNA in the cerebral
cortex and hippocampus but not in the suprachiasmatic nucleus of mice. Eur
J Neurosci. (2001) 13:1190–6. doi: 10.1046/j.0953-816x.2001.01483.x

Frontiers in Neurology | www.frontiersin.org 11 August 2018 | Volume 9 | Article 632

https://doi.org/10.1016/B978-0-444-59427-3.00028-9
https://doi.org/10.1016/j.yfrne.2014.11.002
https://doi.org/10.1016/S0092-8674(01)00610-9
https://doi.org/10.1016/B978-0-12-387690-4.00006-4
https://doi.org/10.1126/science.288.5468.1013
https://doi.org/10.1038/nature00965
https://doi.org/10.1155/2015/187809
https://doi.org/10.3109/07420528.2012.658127
https://doi.org/10.1016/0163-7258(95)00009-6
https://doi.org/10.1016/j.smrv.2015.09.003
https://doi.org/10.1016/j.jsmc.2011.12.005
https://doi.org/10.1196/annals.1417.033
https://doi.org/10.1007/s12264-016-0089-7
https://doi.org/10.1016/j.euroneuro.2008.06.007
https://doi.org/10.1081/CBI-120002606
https://doi.org/10.1016/j.cub.2016.04.011
https://doi.org/10.1080/07420528.2016.1184678
https://doi.org/10.1016/j.seizure.2012.03.014
https://doi.org/10.1016/j.pediatrneurol.2011.03.006
https://doi.org/10.1016/j.yebeh.2015.12.005
https://doi.org/10.1016/j.expneurol.2011.12.029
https://doi.org/10.1016/j.yebeh.2009.11.001
https://doi.org/10.1016/j.yebeh.2010.12.021
https://doi.org/10.1016/j.brainres.2015.08.016
https://doi.org/10.1016/j.biotechadv.2011.08.021.Secreted
https://doi.org/10.1111/j.1528-1157.1991.tb05533.x
https://doi.org/10.1016/0006-8993(94)91192-4
https://doi.org/10.1016/S0920-1211(98)00092-8
https://doi.org/10.1111/j.1528-1167.2011.03200.x
https://doi.org/10.1111/j.1528-1157.1999.tb00875.x
https://doi.org/10.2174/0929867320666131119152201
https://doi.org/10.1016/j.brainres.2010.10.069
https://doi.org/10.1016/j.yebeh.2008.09.023
https://doi.org/10.1038/nrneurol.2010.178
https://doi.org/10.1016/j.neulet.2006.01.041
https://doi.org/10.1016/j.celrep.2017.07.008
https://doi.org/10.1016/S0306-4522(03)00004-6
https://doi.org/10.1037/a0035963
https://doi.org/10.1016/j.neuroscience.2005.05.003
https://doi.org/10.1046/j.0953-816x.2001.01483.x
https://www.frontiersin.org/journals/neurology
https://www.frontiersin.org
https://www.frontiersin.org/journals/neurology#articles


Matos et al. Circadian Rhythms After Status Epilepticus

45. Pavlova MK, Shea SA, Bromfield EB. Day/night patterns of focal seizures.
Epilepsy Behav. (2004) 5:44–9. doi: 10.1016/j.yebeh.2003.10.013

46. Pavlova MK, Shea SA, Scheer FAJL, Bromfield EB. Is there a circadian
variation of epileptiform abnormalities in idiopathic generalized epilepsy?
Epilepsy Behav. (2009) 16:461–7. doi: 10.1016/j.yebeh.2009.08.022

47. Quigg M, Straume M, Menaker M, Bertram IIIEH. Temporal distribution of
partial seizures: comparison of an animal model with human partial epilepsy.
Ann Neurol. (1998) 43:748–55. doi: 10.1002/ana.410430609

48. Xiang Y, Li ZX, Zhang DY, He ZG, Hu J, Xiang HB. Alteration of circadian
rhythm during epileptogenesis: Implications for the suprachiasmatic nucleus
circuits. Int J Physiol Pathophysiol Pharmacol. (2017) 9:64–8

49. Stewart LS, Leung LS. Hippocampal melatonin receptors modulate seizure
threshold. Epilepsia (2005) 46:473–80. doi: 10.1111/j.0013-9580.2005.30204.x

50. Yehuda S, Mostofsky DI. Circadian effects of β-endorphin, melatonin, DSIP,
and amphetamine on pentylenetetrazol-induced seizures. Peptides (1993)
14:203–5. doi: 10.1016/0196-9781(93)90030-K

51. Roberts AJ, Keith LD. Sensitivity of the circadian rhythm of kainic acid-
induced convulsion susceptibility to manipulations of corticosterone levels
and mineralocorticoid receptor binding.Neuropharmacology (1994) 33:1087–
93. doi: 10.1016/0028-3908(94)90147-3

52. Weiss G, Lucero K, Fernandez M, Karnaze D, Castillo N. The
effect of adrenalectomy on the circadian variation in the rate
of kindled seizure development. Brain Res. (1993) 612:354–6.
doi: 10.1016/0006-8993(93)91686-M

53. Stewart LS, Leung LS, PersingerMA. Diurnal variation in pilocarpine-induced
generalized tonic-clonic seizure activity. Epilepsy Res. (2001) 44:207–12.
doi: 10.1016/S0920-1211(01)00192-9

54. Gachon F, Fonjallaz P, Damiola F, Gos P, Kodama T, Zakany J, et al. The loss of
circadian PAR bZip transcription factors results in epilepsy.Genes Dev. (2004)
18:1397–412. doi: 10.1101/gad.301404

55. Gerstner JR, Smith GG, Lenz O, Perron IJ, Buono RJ, Ferraro TN. BMAL1
controls the diurnal rhythm and set point for electrical seizure threshold in
mice. Front Syst Neurosci. (2014) 8:121. doi: 10.3389/fnsys.2014.00121

56. Stewart LS, Leung LS. Temporal lobe seizures alter the amplitude
and timing of rat behavioral rhythms. Epilepsy Behav. (2003) 4:153–60.
doi: 10.1016/S1525-5050(03)00006-4

57. Quigg M, Clayburn H, Straume M, Menaker M, Bertram EH. Hypothalamic
neuronal loss and altered circadian rhythm of temperature in a rat
model of mesial temporal lobe epilepsy. Epilepsia (1999) 40:1688–96.
doi: 10.1111/j.1528-1157.1999.tb01585.x

58. Quigg M, Straume M, Smith T, Menaker M, Bertram EH. Seizures
induce phase shifts of rat circadian rhythms. Brain Res. (2001) 913:165–9.
doi: 10.1016/S0006-8993(01)02780-9

59. Pitsch J, Becker AJ, Schoch S,Müller JA, de CurtisM, Gnatkovsky V. Circadian
clustering of spontaneous epileptic seizures emerges after pilocarpine-induced
status epilepticus. Epilepsia (2017) 58:1159–71. doi: 10.1111/epi.13795

60. Debski K, Ceglia N, Ghestem A, Ivanov A, Brancati GE, Broer S, et al.
The circadian hippocampus and its reprogramming in epilepsy: impact for
chronotherapeutics. BioRxiv [Preprint] (2017). doi: 10.1101/199372

61. Santos EAS, MarquesTEBS, De Carvalho Matos H, Leite JP, Garcia-
Cairasco N, Pa-Larson ML, et al. Diurnal variation has effect on differential
gene expression analysis in the hippocampus of the pilocarpine-induced
model of mesial temporal lobe epilepsy. PLoS ONE (2015) 10:e141121.
doi: 10.1371/journal.pone.0141121

62. Turski WA, Cavalheiro EA, Schwarz M, Czuczwar SJ, Kleinrok Z,
Turski L. Limbic seizures produced by pilocarpine in rats: Behavioural,
electroencephalographic and neuropathological study. Behav Brain Res.

(1983) 9:315–35. doi: 10.1016/0166-4328(83)90136-5
63. Born JPL, Matos H, de C, De Araujo MA, Castro OW, Duzzioni M, Peixoto-

Santos JE, et al. Using Postmortem hippocampi tissue can interfere with
differential gene expression analysis of the epileptogenic process. PLoS ONE

(2017) 12:e182765. doi: 10.1371/journal.pone.0182765
64. Racine RJ. Modification of seizure activity by electrical stimulation: II.

Motor Seizure Electroencephalogr Clin Neurophysiol. (1972) 32:281–94.
doi: 10.1016/0013-4694(72)90177-0

65. Marques TEBS, de Mendonça LR, Pereira MG, de Andrade TG, Garcia-
Cairasco N, Paçó-Larson ML, et al. Validation of suitable reference
genes for expression studies in different pilocarpine-induced models

of mesial temporal lobe Epilepsy. PLoS ONE (2013) 8:e0071892.
doi: 10.1371/journal.pone.0071892

66. Livak KJ, Schmittgen TD. Analysis of relative gene expression data using
realtime quantitative PCR and the 21 1C TMethod.Methods (2001) 25:402–
8. doi: 10.1006/meth.2001.1262

67. Boone DR, Sell SL, Micci M-A, Crookshanks JM, Parsley M, Uchida T, et al.
Traumatic brain injury-induced dysregulation of the circadian clock. PLoS
ONE (2012) 7:e46204. doi: 10.1371/journal.pone.0046204

68. Kondratova AA, Dubrovsky YV, Antoch MP, Kondratov RV Circadian clock
proteins control adaptation to novel environment and memory formation.
Aging (2010) 2:285–97. doi: 10.18632/aging.100142

69. Vosko AM, Hagenauer MH, Hummer DL, Lee TM. Period gene expression
in the diurnal degu (Octodon degus) differs from the nocturnal laboratory
rat (Rattus norvegicus). Am J Physiol Regul Integr Comp Physiol. (2009)
296:R353–61. doi: 10.1152/ajpregu.90392.2008

70. Stanley DA, Talathi SS, Parekh MB, Cordiner DJ, Zhou J, Mareci TH, et al.
Phase shift in the 24-hour rhythm of hippocampal EEG spiking activity in
a rat model of temporal lobe epilepsy. J Neurophysiol (2013) 110:1070–86.
doi: 10.1152/jn.00911.2012

71. Bunger MK, Wilsbacher LD, Moran SM, Clendenin C, Radcliffe
LA, Hogenesch JB, et al. Mop3 is an essential component of the
master circadian pacemaker in mammals. Cell (2000) 103:1009–17.
doi: 10.1016/S0092-8674(00)00205-1

72. Barca-Mayo O, Pons-Espinal M, Follert P, Armirotti A, Berdondini L, De
Pietri Tonelli D. Astrocyte deletion of Bmal1 alters daily locomotor activity
and cognitive functions via GABA signalling. Nat Commun. (2017) 8:14336.
doi: 10.1038/ncomms14336

73. Quigg M. Circadian rhythms: interactions with seizures and epilepsy. Epilepsy
Res. (2000) 42:43–55. doi: 10.1016/S0920-1211(00)00157-1

74. Cho CH. Molecular mechanism of circadian rhythmicity of
seizures in temporal lobe epilepsy. Front Cell Neurosci. (2012) 6:55.
doi: 10.3389/fncel.2012.00055

75. O’Callaghan EK, Anderson ST, Moynagh PN, Coogan AN. Long-Lasting
Effects of Sepsis on Circadian Rhythms in the Mouse. PLoS ONE (2012)
7:e47087. doi: 10.1371/journal.pone.0047087

76. Ikeno T, Weil ZM, Nelson RJ. Photoperiod affects the diurnal rhythm of
hippocampal neuronal morphology of siberian hamsters. Chronobiol Int.
(2013) 30:1089–100. doi: 10.3109/07420528.2013.800090

77. Ikeno T, Weil ZM, Nelson RJ. Timing of light pulses and photoperiod on the
diurnal rhythm of hippocampal neuronal morphology of Siberian hamsters.
Neuroscience (2014) 270:69–75. doi: 10.1016/j.neuroscience.2014.04.002

78. Tamai SI, Sanada K, Fukada Y. Time-of-day-dependent enhancement
of adult neurogenesis in the hippocampus. PLoS ONE (2008) 3:e3835.
doi: 10.1371/journal.pone.0003835

79. Chaudhury D, Wang LM, Colwell CS. Circadian regulation of
hippocampal long-term potentiation. J Biol Rhythms (2005) 20:225–36.
doi: 10.1177/0748730405276352

80. Golombek DA, Duque DF, De Brito Sánchez MG, Burin L, Cardinali DP.
Time-dependent anticonvulsant activity of melatonin in hamsters. Eur J

Pharmacol. (1992) 210:253–8. doi: 10.1016/0014-2999(92)90412-W
81. Khedhaie W, Dridi I, Aouam K, Ben-Attia M, Reinberg A, Boughattas

NA. Circadian variation in anticonvulsant activity of valproic acid in
mice. Biomed Pharmacother. (2017) 95:25–30. doi: 10.1016/J.BIOPHA.2017.
08.047

82. Talathi SS, Hwang DU, Ditto WL, Mareci T, Sepulveda H, Spano M, et al.
Circadian control of neural excitability in an animal model of temporal lobe
epilepsy. Neurosci Lett. (2009) 455:145–9. doi: 10.1016/j.neulet.2009.03.057

83. Cao R, Robinson B, Xu H, Gkogkas C, Khoutorsky A, Alain T, et al.
Translational control of entrainment and synchrony of the suprachiasmatic
circadian Clock by mTOR/4E-BP1 signaling. Neuron (2013) 79:712–24.
doi: 10.1016/j.neuron.2013.06.026

84. Cornu M, Oppliger W, Albert V, Robitaille AM, Trapani F, Quagliata L,
et al. Hepatic mTORC1 controls locomotor activity, body temperature,
and lipid metabolism through FGF21. PNAS (2014) 111:11592–9.
doi: 10.1073/pnas.1412047111

85. Jouffe C, Cretenet G, Symul L, Martin E, Atger F, Naef F, et al. The circadian
clock coordinates ribosome biogenesis. PLoS Biol. (2013) 11:e1001455.
doi: 10.1371/journal.pbio.1001455

Frontiers in Neurology | www.frontiersin.org 12 August 2018 | Volume 9 | Article 632

https://doi.org/10.1016/j.yebeh.2003.10.013
https://doi.org/10.1016/j.yebeh.2009.08.022
https://doi.org/10.1002/ana.410430609
https://doi.org/10.1111/j.0013-9580.2005.30204.x
https://doi.org/10.1016/0196-9781(93)90030-K
https://doi.org/10.1016/0028-3908(94)90147-3
https://doi.org/10.1016/0006-8993(93)91686-M
https://doi.org/10.1016/S0920-1211(01)00192-9
https://doi.org/10.1101/gad.301404
https://doi.org/10.3389/fnsys.2014.00121
https://doi.org/10.1016/S1525-5050(03)00006-4
https://doi.org/10.1111/j.1528-1157.1999.tb01585.x
https://doi.org/10.1016/S0006-8993(01)02780-9
https://doi.org/10.1111/epi.13795
https://doi.org/10.1101/199372
https://doi.org/10.1371/journal.pone.0141121
https://doi.org/10.1016/0166-4328(83)90136-5
https://doi.org/10.1371/journal.pone.0182765
https://doi.org/10.1016/0013-4694(72)90177-0
https://doi.org/10.1371/journal.pone.0071892
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1371/journal.pone.0046204
https://doi.org/10.18632/aging.100142
https://doi.org/10.1152/ajpregu.90392.2008
https://doi.org/10.1152/jn.00911.2012
https://doi.org/10.1016/S0092-8674(00)00205-1
https://doi.org/10.1038/ncomms14336
https://doi.org/10.1016/S0920-1211(00)00157-1
https://doi.org/10.3389/fncel.2012.00055
https://doi.org/10.1371/journal.pone.0047087
https://doi.org/10.3109/07420528.2013.800090
https://doi.org/10.1016/j.neuroscience.2014.04.002
https://doi.org/10.1371/journal.pone.0003835
https://doi.org/10.1177/0748730405276352
https://doi.org/10.1016/0014-2999(92)90412-W
https://doi.org/10.1016/J.BIOPHA.2017.08.047
https://doi.org/10.1016/j.neulet.2009.03.057
https://doi.org/10.1016/j.neuron.2013.06.026
https://doi.org/10.1073/pnas.1412047111
https://doi.org/10.1371/journal.pbio.1001455
https://www.frontiersin.org/journals/neurology
https://www.frontiersin.org
https://www.frontiersin.org/journals/neurology#articles


Matos et al. Circadian Rhythms After Status Epilepticus

86. Khapre RV, Kondratova AA, Patel S, Dubrovsky Y, Wrobel M, Antoch
MP, et al. BMAL1-dependent regulation of the mTOR signaling
pathway delays aging. Aging (2014) 6:48–57. doi: 10.18632/aging.1
00633

87. Hatori M, Vollmers C, Zarrinpar A, DiTacchio L, Bushong EA, Gill S,
et al. Time-restricted feeding without reducing caloric intake prevents
metabolic diseases in mice fed a high-fat diet. Cell Metab. (2012) 15:848–60.
doi: 10.1016/j.cmet.2012.04.019

88. Hood S, Amir S. Neurodegeneration and the circadian clock.
Front Aging Neurosci. (2017) 9:e00170. doi: 10.3389/fnagi.2017.
00170

89. Kriebs A, Jordan SD, Soto E, Henriksson E, Sandate CR, Vaughan ME,
et al. Circadian repressors CRY1 and CRY2 broadly interact with nuclear
receptors and modulate transcriptional activity. Proc Natl Acad Sci USA.

(2017) 114:8776–81. doi: 10.1073/pnas.1704955114
90. Rocha AKA, de Lima E, Amaral FG, Peres R, Cipolla-Neto J, Amado, D.

Pilocarpine-induced epilepsy alters the expression and daily variation of the
nuclear receptor RORα in the hippocampus of rats. Epilepsy Behav. (2016) 55,
38–46. doi: 10.1016/j.yebeh.2015.11.026

91. Qin B, Deng Y. Overexpression of circadian clock protein
cryptochrome (CRY) 1 alleviates sleep deprivation-induced vascular
inflammation in a mouse model. Immunol Lett. (2015) 163:76–83.
doi: 10.1016/j.imlet.2014.11.014

92. Patke A, Murphy PJ, Onat OE, Krieger AC, Özçelik T, Campbell SS, et al.
Mutation of the human circadian clock gene CRY1 in familial delayed
sleep phase disorder. Cell (2017) 169:203–15.e13. doi: 10.1016/j.cell.2017.
03.027

93. Hashiramoto A, Yamane T, Tsumiyama K, Yoshida K, Komai K, Yamada
H, et al. Mammalian clock gene Cryptochrome regulates arthritis via

proinflammatory cytokine TNF-alpha. J Immunol. (2010) 184:1560–5.
doi: 10.4049/jimmunol.0903284

94. Yang L, Chu Y, Wang L, Wang Y, Zhao X, He W, et al. Overexpression
of CRY1 protects against the development of atherosclerosis via
the TLR/NF-kB pathway. Int Immunopharmacol. (2015) 28:525–30.
doi: 10.1016/j.intimp.2015.07.001

95. Eun B, Kim HJ, Kim SY, Kim TW, Hong ST, Choi KM, et al.
Induction of Per1 expression following an experimentally induced
epilepsy in the mouse hippocampus. Neurosci Lett. (2011) 498:110–3.
doi: 10.1016/J.NEULET.2011.03.039

96. Furman M. seizure initiation and propagation in the pilocarpine rat
model of temporal lobe epilepsy. J Neurosci. (2013) 33:16409–11.
doi: 10.1523/JNEUROSCI.3687-13.2013

97. Gorter JA, van Vliet EA, Lopes da Silva FH. Which insights have
we gained from the kindling and post-status epilepticus models? J

Neurosci Methods (2016) 260:96–108. doi: 10.1016/j.jneumeth.2015.
03.025

Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.

Copyright © 2018 Matos, Koike, Pereira, de Andrade, Castro, Duzzioni, Kodali,

Leite, Shetty and Gitaí. This is an open-access article distributed under the terms

of the Creative Commons Attribution License (CC BY). The use, distribution or

reproduction in other forums is permitted, provided the original author(s) and the

copyright owner(s) are credited and that the original publication in this journal

is cited, in accordance with accepted academic practice. No use, distribution or

reproduction is permitted which does not comply with these terms.

Frontiers in Neurology | www.frontiersin.org 13 August 2018 | Volume 9 | Article 632

https://doi.org/10.18632/aging.100633
https://doi.org/10.1016/j.cmet.2012.04.019
https://doi.org/10.3389/fnagi.2017.00170
https://doi.org/10.1073/pnas.1704955114
https://doi.org/10.1016/j.yebeh.2015.11.026
https://doi.org/10.1016/j.imlet.2014.11.014
https://doi.org/10.1016/j.cell.2017.03.027
https://doi.org/10.4049/jimmunol.0903284
https://doi.org/10.1016/j.intimp.2015.07.001
https://doi.org/10.1016/J.NEULET.2011.03.039
https://doi.org/10.1523/JNEUROSCI.3687-13.2013
https://doi.org/10.1016/j.jneumeth.2015.03.025
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/neurology
https://www.frontiersin.org
https://www.frontiersin.org/journals/neurology#articles

	Rhythms of Core Clock Genes and Spontaneous Locomotor Activity in Post-Status Epilepticus Model of Mesial Temporal Lobe Epilepsy
	Introduction
	Materials and Methods
	Animals and Experimental Groups
	Post-SE Model of MTLE
	SLA
	RNA Extraction and Reverse Transcription
	qPCR
	Statistical Analysis

	Results
	SLA
	Temporal Profiling of Clock Transcript Levels in Post-SE Model of MTLE
	Differential Clock Expression Analysis in Post-SE Model of MTLE

	Discussion
	SLA
	Clock Genes in Early Post-SE and Epileptic Phases

	Author Contributions
	Funding
	References


