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The molecular mechanisms underlying human brain evolution are not fully understood; however, previous work
suggested that expression of the transcription factor CLOCK in the human cortex might be relevant to human
cognition and disease. In this study, we investigated this novel transcriptional role for CLOCK in human neurons by
performing chromatin immunoprecipitation sequencing for endogenous CLOCK in adult neocortices and RNA
sequencing following CLOCK knockdown in differentiated human neurons in vitro. These data suggested that
CLOCK regulates the expression of genes involved in neuronal migration, and a functional assay showed that
CLOCK knockdown increased neuronal migratory distance. Furthermore, dysregulation of CLOCK disrupts coex-
pressed networks of genes implicated in neuropsychiatric disorders, and the expression of these networks is driven
by hub genes with human-specific patterns of expression. These data support a role for CLOCK-regulated tran-
scriptional cascades involved in human brain evolution and function.
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Molecular evolution on the human lineage is thought to
have arisen primarily through modifications of gene regu-
lation and expression rather than through changes in pro-
tein structure (King and Wilson 1975; Fontenot and
Konopka 2014). In particular, the dramatic changes in
brain-relevant phenotypes and disorders in humans com-
pared with related species with conserved protein-coding
genomes, such as chimpanzee, supports modifications of
gene expression in human brains. Comparative brain ge-
nomics studies have identified hundreds of expression
changes that are specific to human brains. While many
of these changes are in genes involved in important brain
functions such as synaptic plasticity and dendritic mor-
phology (Khaitovich et al. 2004; Uddin et al. 2004;
Liu et al. 2012), recent work has identified a specific in-
crease in the transcription factor CLOCK in the human
cortex (Babbitt et al. 2010; Konopka et al. 2012a). Further-
more,CLOCKwas discovered to be amajor “hub” gene in

a human-specific frontal pole module compared with oth-
er primates using a coexpression network approach
(Konopka et al. 2012a).
This result was surprising, as CLOCK has been studied

primarily in regard to its role in circadian rhythms, a con-
served feature of many organisms used to coordinate
behavioral, physiological, and metabolic functions with
a daylong cyclical environment (Takahashi 2017). These
rhythms are observed across both prokaryotic and eukary-
otic kingdoms, including cyanobacteria, fungi, insects,
and mammals (Menaker et al. 1997; Dvornyk et al.
2003). Almost every mammalian cell genetically encodes
a molecular clock capable of maintaining internal phases
in the absence of external cues (Nagoshi et al. 2004;Welsh
et al. 2004; Yoo et al. 2004). Thus, the potentially human-
specific role of CLOCK in the human cortex required
further investigation, as it seemed unlikely that this
novel expression pattern would be related to a highly con-
served circadian feature (Konopka et al. 2012a). In addi-
tion, few genes identified through comparative brain
genomics studies have been functionally investigated.
The functional study of individual genes identified from
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comparative genomics is therefore important to validate
the increasing number of differentially expressed genes
(DEGs) identified using constantly improving high-resolu-
tion next-generation sequencing technologies (Fontenot
and Konopka 2014).

The transcriptional landscape downstream from
CLOCK has been described previously in the mouse liver
and pancreas, where CLOCKwas shown through chroma-
tin immunoprecipitation sequencing (ChIP-seq) to bind to
several thousand sites as part of a heterodimeric complex
with its dimerization partner, ARNTL (Yoshitane et al.
2009; Koike et al. 2012; Perelis et al. 2015). This hetero-
dimer binds primarily at consensus E-box DNA motifs
and thereafter recruits other transcription factors to im-
pact gene expression (Ripperger and Schibler 2006). In vi-
tro studies in 293T (Alhopuro et al. 2010) and THP-1 cells
derived from an acute monocytic leukemia patient
(Puram et al. 2016) have also described CLOCK binding
throughout the human genome in nonneuronal systems.

CLOCK has been implicated in a number of disease
states outside of the core circadian system, the most
well-characterized of which are metabolic diseases. The
dominant-negative mutant Clock-Δ19 mice (Vitaterna
et al. 1994) demonstrate obesity and metabolic syndrome
(Turek et al. 2005) as well as hypoinsulinemia and diabe-
tes (Marcheva et al. 2010). These same dominant-nega-
tive mutant Clock-Δ19 mice also demonstrate an
increase in cocaine reward, anxiety-related behavioral
deficits, and behaviors similar to a human bipolar patient
in a manic state (McClung et al. 2005; Roybal et al. 2007;
Dzirasa et al. 2010, 2011). Multiple studies have suggest-
ed a link between CLOCK function and cancer (Alhopuro
et al. 2010; Puram et al. 2016). In humans, a single nucle-
otide polymorphism (3111C) in the 3′ untranslated region
(UTR) of CLOCK (Katzenberg et al. 1998) has been linked
to difficulty losing weight (Garaulet et al. 2010), in-
creased risk of insomnia (Serretti et al. 2003), and recur-
rence of major depressive episodes in bipolar disorder
patients (Benedetti et al. 2003). In addition, a 4q12 copy
number variation that includes CLOCK has been linked
to autism spectrum disorder (ASD) (Sarachana et al.
2010; Griswold et al. 2012). Interestingly, variants in
both the CLOCK direct transcriptional target PER1 and
dimerization partner NPAS2 have also been associated
with ASD (Nicholas et al. 2007; Neale et al. 2012). The
preponderance of CLOCK involvement in these varied
disease states suggests that this transcription factor plays
a multitude of roles in regulating processes relevant to
human health, some of which may be linked to circadian
functions, and others that may be independent. Thus, un-
derstanding CLOCK function in regard to both circadian
and noncircadian function requires further investigation
for elucidating molecular mechanisms of many human
disorders.

In order to investigate CLOCK function and the molec-
ular machinery with which it interacts, most studies in
mammals have focused on either nonneuronal tissues
(such as the liver) or the core brain oscillator (the suprachi-
asmatic nucleus [SCN]) (Panda et al. 2002; Hughes et al.
2007, 2012; Koike et al. 2012). One recent study investi-

gated CLOCK function in the neocortex and found that
CLOCK plays an important role in regulating the critical
period of visual cortex plasticity in mice (Kobayashi
et al. 2015), supporting a critical role for CLOCK in the
brain outside of the SCN. However, no study to date has
specifically examined the role of CLOCK in the human
neocortex. Such studies could lead to a deeper understand-
ing of CLOCK-controlled targets associated with human
brain disorders and could potentially open new therapeu-
tic options for several neuropsychiatric diseases, such as
sleep disorders, ASD, and epilepsy.

In line with this, previous work that identified CLOCK
as a major hub gene in a human-specific cortical gene
coexpression module also demonstrated significant en-
richment for genes involved in neuropsychiatric disorders
such as depression, schizophrenia, ASD, and seasonal af-
fective disorder (Konopka et al. 2012a). Remarkably, the
genes in thismodule do not significantly overlapwith pre-
viously identified genes directly involved in circadian
rhythms, suggesting identification of potentially novel
targets of CLOCK specific to the human brain.

In line with this, it has been demonstrated thatCLOCK
expression is arrhythmic in the human neocortex (Li et al.
2013; Chen et al. 2016), supporting a potential noncir-
cadian role for CLOCK in human cortical regions. Fur-
thermore, the role of increased neocortical CLOCK
expression as well as altered gene coexpression in human
brain remains unknown. In this study, we determined the
transcriptional networks regulated by CLOCK in the hu-
man brain through a combination of ChIP-seq and mRNA
sequencing (RNA-seq). We identified several novel signal-
ing cascades dependent on CLOCK expression, including
those involved in metabolism, chromatin modifications,
and neuronal migration. We functionally tested a number
of these pathways and identified a novel role for CLOCK
in regulating neuronal migration. Importantly, we demon-
strated that CLOCK expression drives coexpression of
genes that are involved in cognitive disorders and have hu-
man-specific patterns of expression. Together, these data
provide new insights into human-specific patterns of gene
expression and regulation in the brain, human brain evolu-
tion and specialization, and the transcriptional networks
involved in human-specific cognitive disorders.

Results

Identification of CLOCK targets in the adult human
neocortex

Direct transcriptional regulation of circadian genes by
CLOCK has been described in multiple tissues in both
mice and humans (Ripperger et al. 2000; Ueda et al.
2005; Ripperger and Schibler 2006; Alhopuro et al. 2010;
Koike et al. 2012; Menet et al. 2012; Yoshitane et al.
2014; Puram et al. 2016). However, the transcriptional
landscape governed by CLOCK in the human brain re-
mains unexplored. To better understand the regulatory
roles of CLOCK in this understudied environment, we
profiled its DNA binding using ChIP-seq in the adult hu-
man neocortex (Supplemental Table S1).
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Two neocortical regions in which CLOCK plays an im-
portant role in regulating the transcriptional landscape
were chosen: Brodmann area 10 (BA10) and BA40 (Fig.
1A). BA10 (frontopolar prefrontal cortex) has special
significance in regard to brain evolution, as it has been
enlarged and structurally modified in humans throughout
evolution (Semendeferi et al. 2011), is involved in higher-
order cognitive tasks (Wendelken et al. 2011), and appears
to be affected in neurological and psychiatric diseases,
including ASD and schizophrenia (Dumontheil et al.
2008). Furthermore, BA10 is part of the frontal pole, and

CLOCK was discovered to be significantly up-regulated
and a major hub gene in a human-specific frontal pole
module compared with other primates using weighted
gene coexpression network analysis (WGCNA) (Konopka
et al. 2012a). Moreover, network analysis of the human
BrainSpan data set (http://developinghumanbrain.org)
using weighted topological overlap (wTO) (Nowick
et al. 2009) demonstrated that CLOCK has the most con-
nections to other transcription factors in BA40 (inferior
parietal cortex) relative to other cortical areas (Supple-
mental Fig. S1).
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Figure 1. Targets bound by endogenous CLOCK in the adult human brain. (A) CLOCKChIP-seq was performed in two neocortical areas
of the adult humanbrain: BA10 and BA40. (B) CLOCKChIP-seq reads cluster near the transcription start sites (TSSs) of target genes and are
highly enriched in the canonical CLOCK target E-boxmotif. (C ) Most CLOCKChIP-seq reads fall within ±1 kb of the TSS of target genes,
although ∼10% are also found in distal intergenic regions. (D) Transcriptional targets of CLOCK in BA10 and BA40 significantly overlap
(hypergeometric test, false discovery rate [FDR] = 2.7 × 10−85) but also include genes unique to each brain region. (E) Significant overlap of
CLOCK ChIP-seq transcriptional targets from adult human brains with CLOCK ChIP-seq data from Puram et al. (2016). Hypergeometric
test, FDR = 1.22 × 10−9. (F ) Representative track files of BA10 and BA40 both showenrichedCLOCKbinding upstreamof known canonical
circadian targets (e.g., NR1D1) as well as noncircadian targets (e.g., ANKRD12). (G) Gene ontology analyses reveal that bound targets of
CLOCK in either BA10 or BA40 are enriched for genes involved in RNA metabolism in addition to enrichment of genes important for
canonical circadian functions.
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ChIP antibody specificity was validated by performing
ChIP-PCR in 293T cells after CRISPR-mediated CLOCK
knockout (Mali et al. 2013; Wang et al. 2013). ChIP-PCR
in wild-type 293T cells showed ∼16-fold enrichment of a
known CLOCK-binding region over an adjacent site not
transcriptionally occupied by CLOCK (Supplemental Fig.
S2). This CLOCK ChIP-PCR enrichment was completely
abolished in two different lines of CLOCK knockout
293T cells (Supplemental Fig. S2).

As expected for a transcription factor acting as a direct
transcriptional activator, CLOCK ChIP reads clustered
near the transcription start sites (TSSs) of target genes
(Fig. 1B). Binding sites were enriched for the canonical E-
box motif (P = 2.23 × 10−24 for BA10 and P = 1.54 × 10−29

for BA40, Fisher’s exact test) CACGTG (Fig. 1B), as de-
scribed previously for the CLOCK transcriptional com-
plex (Ripperger and Schibler 2006).

Although most CLOCK ChIP reads fell within ±3 kb
of the TSSs of target genes, a remarkable percentage of
CLOCK ChIP reads were in distal intergenic regions
(9.0% in BA10 and 11.4% in BA40) (Fig. 1B,C). These re-
sults suggest a potential regulatory role for CLOCK,
extending beyond traditional binding to the promoter re-
gion immediately surrounding target genes. In addition,
these results do not demonstrate a qualitative difference
in CLOCK binding in BA10 compared with BA40 in terms
of motif analysis or binding distribution.

We detected CLOCK binding upstream of 190 genes in
BA10 and 159 genes in BA40, representing a highly signifi-
cant overlap between cortical regions (65; hypergeometric
test, false discovery rate [FDR] = 2.7 × 10−85) (Fig. 1D; Sup-
plemental Table S1). These observations, along with the
identification of the genes unique to each brain region,
suggest that CLOCK could potentially play partially dis-
tinct but mostly overlapping roles in different neocortical
areas in humans. BA40 has not been extensively com-
pared from a gene expression perspective between hu-
mans and nonhuman primates, although the human
cortical transcriptome is relatively homogenous outside
of primary sensory areas (Hawrylycz et al. 2015). The sim-
ilarity of CLOCK binding within these two cortical areas
is therefore not particularly surprising, and any differenc-
es would need to be followed up in future studies.

To further validate our analysis of CLOCK-bound re-
gions, we compared these CLOCK ChIP-seq data from
adult human brains with previously generated lists of
CLOCK targets from different tissues (Koike et al. 2012;
Perelis et al. 2015; Puram et al. 2016). Our results demon-
strated fewer called transcriptional targets (284 combined
BA10 and BA40 CLOCK target genes) compared with two
mouse Clock ChIP-seq studies from Perelis et al. (2015) in
the mouse pancreatic β-cell line β-TC6 (1257 Clock target
genes) and from Koike et al. (2012) in the mouse liver
(3201 Clock target genes). Although we found fewer
CLOCK target genes in human brains, the overlap with
these two mouse Clock ChIP data sets was significant
(85 genes in common with Koike et al. [2012] [FDR =
3.2 × 10−4] and 63 genes in common with Perelis et al.
[2015] [FDR = 1.94 × 10−13]) (Supplemental Fig. S3). Puram
et al. (2016) performed CLOCKChIP-seq in humanTHP-1

cells (a monocytic cell line derived from an acute mono-
cytic leukemia) and found the number of target genes
(229) to be similar to that of the human brain data set, al-
though their list of CLOCK target genes was based on the
intersection of both CLOCK and ARNTL ChIP peaks
(Puram et al. 2016). The 21 overlapping genes of these
two data sets was also significant (hypergeometric test,
FDR = 1.22 × 10−9) (Fig. 1E), providing additional confi-
dence in the list of CLOCK targets identified in the human
brain. Seven out of the 12 targets that overlap among all
the ChIP-seq studies were canonical circadian targets
(BHLHE41, CRY1, CRY2, DBP, NR1D1, PER1, and
PER2), validating the ChIP-seq data sets and underscoring
the idea that, while there is an essential role for CLOCK in
regulating these few particular genes ubiquitously, the
majority of CLOCK targets is tissue-specific.

Representative track files of BA10 and BA40 both
showed strongCLOCKbinding upstreamof the known ca-
nonical targets NR1D1, HLF, and TEF (Fig. 1F; Supple-
mental Fig. S4A). Noncircadian CLOCK transcriptional
targets such as ANKRD12, DNAJC16, and MAP2K7
were also strongly bound (Fig. 1F; Supplemental Fig.
S4B). Intriguingly, NR1D1 has been associated recently
with ASD and neurodevelopment (Goto et al. 2017). The
PAR bZIP transcription factors HLF (Supplemental Fig.
S4A), DBP (not shown), and TEF (Supplemental Fig. S4A)
were strongly bound by CLOCK in the human brain, and
dysregulation of both has been linked to epilepsy inmouse
models (Gachon et al. 2004). A robust CLOCK-binding
peak was shown in the promoter region of ANKRD12
(Fig. 1F), which was shown previously to coexpress with
CLOCK specifically in the human frontal pole (Konopka
et al. 2012a) and linked recently to childhood apraxia of
speech (Peter et al. 2016). ChIP for overexpressed Flag-
tagged CLOCK was used as a positive control in differen-
tiated in vitro human neurons, with resulting data corrob-
orating our in vivo human brain results (Fig. 1F).

Gene ontology (GO) analysis was performed to identify
functional categories of all of the combined CLOCK ChIP
targets from both BA10 and BA40 (Supplemental Table
S1). Due to high similarity (simRel = 0.378) (Schlicker
et al. 2006) between the GO lists resulting from the
ChIP targets of BA10 and BA40, we integrated both gene
lists into a consensus CLOCK ChIP target gene set (Con-
sensusChIPTargets) for downstream analyses (Supple-
mental Fig. S5). Interestingly, these neocortical targets
of CLOCK were enriched in genes involved in RNA me-
tabolism in addition to an enrichment of genes important
for canonical circadian function (Fig. 1G). These experi-
ments are the first to identify bound CLOCK targets in
the human neocortex and leave the door open for further
investigation of the functional effects of CLOCK control
of these direct transcriptional targets.

Identification of DEGs following CLOCK knockdown
in human neurons

To test the underlyingmechanism of CLOCK regulation of
gene expression in a geneticallymanipulable humanneuro-
nal environment, we performed RNA-seq in differentiated
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human neuronal progenitors (hNPs) after CLOCK knock-
down and analyzed global gene expression changes (Sup-
plemental Fig. S6A–C; Supplemental Table S2).
CLOCK is a canonical circadian transcription factor

shown to have rhythmic transcriptional activity in some
tissues (Koike et al. 2012), although human gene expres-
sion studies have suggested thatCLOCK itself does not os-
cillate on the RNA level in the human neocortex (Li et al.
2013;Chen et al. 2016). However, due to the scarcity of cir-
cadian gene expression studies in the human brain and the
abundance of studies showing rhythmicity of CLOCK
mRNA transcripts in different tissues (Gekakis et al.
1998; Steeves et al. 1999; Panda et al. 2002; Ueda et al.
2005;Rathet al. 2012),weperformeda full 2-d timecourse,
taking samples every 4 h after synchronization of the
neurons with dexamethasone (McNamara et al. 2001) to
capture any potential circadian phase-dependent gene
expression changes (Fig. 2A). We compared CLOCK

knockdown cells with cells expressing a scrambled non-
targeting shRNA. In both cases, cells were treated equiva-
lently with dexamethasone and compared only with each
other, negating the need for an “untreated” group.
We found 564 DEGs (185 down-regulated and 379 up-

regulated) after CLOCK knockdown (Fig. 2B,C). DEGs
were defined using an FDR≤ 0.05 and log2 (fold change)≥
|0.3| as done previously (Araujo et al. 2015), and permuta-
tion testing supported these filters (see the Materials and
Methods; Supplemental Material). Interestingly, these
DEGs displayed robust clustering by genotype rather
than time point, and neither cluster of DEGs oscillated
in expression relative to a 24-h circadian cycle (Fig. 2B).
Furthermore, common algorithms used to call cycling
genes, such as ARSER and JTK_CYCLE (Hughes et al.
2010; Yang and Su 2010; Wu et al. 2016), did not detect
any cycling genes in the entire data set (includingCLOCK
and ARNTL in the control cells), in agreement with

Figure 2. DEGs in differentiated human neurons following CLOCK knockdown. (A) RNA-seq was performed on differentiated human
neuronal samples collected every 4 h for 2 d following CLOCK knockdown. (B) A heat map of DEGs demonstrates robust clustering by
genotype rather than time point. (C ) An MA plot showing all DEGs with log2 (fold change) > |0.3|, with up-regulated DEGs in blue
(379 in total) and down-regulated DEGs in red (185 in total). All DEGs meeting this criterion have an FDR < 0.05. The bottom left inset
shows the distribution of genes by FDR, with the dashed blue line representing the FDR cutoff of <0.05. The bottom right inset box plot
displays the average CLOCK expression in control and CLOCK knockdown samples, representing a log2 fold change of −1.502 in knock-
down samples relative to controls. (D) Down-regulated DEGs significantly overlap with CLOCKChIP-seq targets in the human brain (hy-
pergeometric test, FDR = 2.07 × 10−3) and in human neurons (hypergeometric test, FDR = 1.40 × 10−6). (E) Up-regulated DEGs are
significantly enriched for genes involved in cell migration and carbohydrate metabolism.
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quantitative RT–PCR (qRT–PCR) for a small number of
genes (data not shown), suggesting that the DEGs regulat-
ed by CLOCK display noncycling expression specifically
in human neurons as hypothesized. However, the differ-
entiated neurons did display some rhythmic expression
of an ARNTL promoter driving luciferase in both control
and CLOCK knockdown genotypes, albeit at extremely
low amplitude (Supplemental Fig. S7A,B). These differ-
ences likely reflect the continuous repeated lumicycle
measurements in the same samples versus regular, but
relatively infrequent, RNA-seq sampling and the differ-
ence in single-gene sensitivity in luciferase screening
compared with RNA-seq. To further characterize the ex-
pression patterns of some of the core circadian factors,
we also examined differential expression of these factors
at each time point in our data set (Supplemental Fig. S8).
We found that with CLOCK knockdown, NR1D1,
NR1D2, PER1, HLF, and TEF tend to be down-regulated,
supporting positive regulation of these genes by CLOCK.
Beyond that conclusion, we cannot speculate further, as
many of these genes regulate one another through positive
and negative feedback loops. However, it is clear that re-
duction of CLOCK itself is sufficient to disrupt expression
of several core factors.

All differential expression and coexpression network
analyses were derived from RNA-seq data from a single
hNP cell line differentiated into neurons and using
one specific shRNA to knock down CLOCK. We further
validated our RNA-seq results by reproducing similar
expression changes in representative genes using both
an alternative shRNA to CLOCK and an independent
hNP line (Supplemental Fig. S9). We found that many of
the same gene expression changes that occur following
CLOCK knockdown in this different hNP cell line differ-
entiated into neurons as well as with a distinct shRNA
that targets a separate region ofCLOCK (i.e., up-regulated
DEGsCTGF and PRDX3). Differential expression of some
canonical targets, such asNR1D1, was recapitulated upon
knockdown of CLOCK heterodimer partner ARNTL
(Supplemental Fig. S9). However, these differentially
expressed results were not preserved by knocking down
either ARNTL or the CLOCK paralog NPAS2 (i.e.,
PRDX3) (Supplemental Fig. S9), providing further evi-
dence of the potential noncircadian role of CLOCK in con-
trast to the other core circadian factors and the overall
specificity of the results.

Because CLOCK is generally considered to be an activa-
tor of transcriptional targets, we predicted significant
overlap between down-regulated DEGs followingCLOCK
knockdown and the in vivo ConsensusChIPTargets from
the brain as well as the in vitro ChIP-seq targets from
the same neuronal cell line. As expected, the overlap
was significant between down-regulated DEGs and
both the in vivo brain and in vitro neuron CLOCK
ChIP targets (hypergeometric test, FDR = 2.07 × 10−3 and
FDR = 1.40 × 10−6, respectively) (Fig. 2D). There were
10 genes in common between human brain CLOCK
ChIP targets and down-regulated DEGs (BHLHE41, DBP,
DNAJC16, HLF, MAP2K7, NR1D1, NR1D2, PER1,
PER3, TEF), providing a high-confidence list of CLOCK

transcriptional target genes with both in vivo and in vitro
relevance (Figs. 1F, 2D; Supplemental Fig. S4A,B). ChIP
for overexpressed Flag-tagged CLOCK significantly over-
lappedwith the gene target list fromboth the human brain
(hypergeometric test, FDR = 1.13 × 10−23) and the down-
regulated DEGs (1.40 × 10−6) (Fig. 2D). DBP, HLF, and
TEF, as mentioned previously, have been linked to regula-
tion of neuronal excitability in the brain (Gachon et al.
2004). Interestingly, MAP2K7 expression was decreased
in the prefrontal cortex of human patients with
schizophrenia, and mice with only one copy of Map2k7
exhibited impaired working memory reminiscent of a
schizophrenia-like cognitive phenotype (Winchester
et al. 2012; Openshaw et al. 2017). Finally, DNAJC16, a
poorly studied member of the heat-shock protein family,
was also a transcriptional target of CLOCK in the human
brain (Supplemental Fig. S4B) and was shown to be dysre-
gulated in human neurons following CLOCK misexpres-
sion (Fig. 2D).

In contrast, up-regulated DEGs showed no such enrich-
ment in ConsensusChIPTargets (hypergeometric test,
FDR = 0.9752), suggesting that CLOCK is influencing ex-
pression of these genes indirectly through intermediate
transcriptional networks. The strong down-regulation of
NR1D1 (itself a potent transcriptional repressor) (Harding
and Lazar 1995; Preitner et al. 2002; Ko and Takahashi
2006) following CLOCK knockdown could provide a par-
tial explanation for the greater number of up-regulated
DEGs compared with down-regulated DEGs. Functional-
ly, up-regulated DEGs were enriched in cell localization
and cell projection function, representing potentially nov-
el groups of genes impacted by CLOCK expression (Fig.
2E; Supplemental Table S2). Up-regulated DEGs were
also functionally enriched in metabolic processes (Fig.
2E), potentially echoing the functional role of Consen-
susChIPTargets in regulating RNA metabolism (Fig. 1G;
Supplemental Table S2). Altogether, these observations
suggest that CLOCK might have specific noncycling ex-
pression in human neurons, with a crucial noncircadian
role in regulating genes implicated in cell migration and
neuronal projections.

CLOCK expression is related to coexpression of genes
involved in epigenetic modifications

To determine the network of genes regulated by CLOCK
as well as prioritize the identified DEGs, we applied
WGCNA (Langfelder and Horvath 2008) to the RNA-seq
data set. We identified 21 modules containing highly
coexpressed genes in total (Supplemental Table S3). Three
of thesemoduleswere related to CLOCK expression or en-
riched for genes involved in neuropsychiatric diseases
such as ASD and intellectual disability (Fig. 3).

CLOCK module 1 (CM1) contained CLOCK itself and
was highly enriched in down-regulated DEGs, and, as
such, the module eigengene associated negatively with
CLOCK knockdown across all time points tested (Figs. 3,
4A,B). Although CM1 was not significantly enriched for
the neocortical ConsensusChIPTargets (hypergeometric
test, FDR = 0.1284), some of the most highly connected
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genes (e.g., DNAJC16, BTBD7, and NR1D2) were among
the ConsensusChIPTargets (Fig. 4B). CM1 was enriched
in genes involved in chromosome organization (Supple-
mentalTable S3),which, in combinationwith the reported
histone acetyltransferase (HAT) function of CLOCK itself
(Doi et al. 2006), suggested that CLOCK may play a role
in regulating epigenetic modifications (Fig. 4C). To test
this hypothesis, potential changes in the open chromatin
state following CLOCK knockdown in differentiated
human neurons were assayed genome-wide by assay for
transposase-accessible chromatin (ATAC) sequencing

(ATAC-seq). Surprisingly, we found few significant differ-
entially open regions (Fig. 4D), although positive controls
for the assay, such as examining the CLOCK gene with
overexpression of CLOCK, demonstrate its functionality
(data not shown). The lack of alteration in the open chro-
matin state with CLOCK knockdown applied to both
the genome-wide data and the regulatory regions associat-
edwith genes inCM1. These data suggest thatCLOCK ex-
pression does not directly affect the open chromatin state
on the time frame assayed, and the biological implications
of the coexpressed genes inCM1 remain to be determined.
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genes related to CLOCK expression in human neu-
rons. Heat map plotting significant enrichment of
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neuropsychiatric disorders in CLOCK modules
(CMs) 1–3.

Figure 4. Identification of CLOCK-related gene expression involved in epigenetic modifications. (A) The module eigengene of CM1 cor-
relates negatively withCLOCK knockdown across all time points tested. (B) CM1 containsCLOCK itself and is significantly enriched in
down-regulated DEGs. (C ) CM1 is significantly enriched for genes involved in chromosome organization and ubiquitin pathway modifi-
cation. (D) MA plot of ATAC-seq binding affinity comparing control and CLOCK knockdown samples that detected few differentially
open chromatin regions with an FDR < 0.05.
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CLOCK knockdown results in up-regulation of genes
involved in neuronal migration and increases neuronal
migratory distance in vitro

In contrast to CM1, CM2 was highly enriched in up-regu-
lated DEGs, and the aggregate expression of the genes in
this module associated positively with CLOCK knock-
down (Figs. 3, 5A,B). The genes in CM2 were involved
in cell migration and neurogenesis (Fig. 5C; Supplemental
Table S3), similar to the functional analysis results
from up-regulated DEGs overall (Fig. 2E; Supplemental
Table S2).

Several specific genes in CM2 that were up-regulated
following CLOCK knockdown could be playing key roles
in regulating neuronal migration. PRDX3 is the second
most interconnected gene in CM2, was confirmed as up-
regulated with an independent hNP line and alternative
shRNA to CLOCK (Supplemental Fig. S9), and has been
shown to mediate cell migration in the HepG2 hepatocel-
lular carcinoma cell line (Liu et al. 2016).DISC1 is heavily
implicated in both the schizophrenia andASDdisease pro-

cess, and amutant form of this gene has been linked to ab-
normal neocortical development due to migration defects
(Kamiya et al. 2005).MET is also associatedwith bothASD
and defects in neuronal migration in both animal models
and post-mortem human studies (Campbell et al. 2007;
Elsen et al. 2009; Mukamel et al. 2011). Finally, a compar-
ative genomics study examining mouse and human gene
expression in radial glia (RGs) found higher expression of
the CM2 gene PDGFRβ (and its ligand, PDGFD) in the hu-
man brain, and pharmacological inhibition of PDGFD–

PDGFRβ signalingpreventednormal cellmigrationofneo-
cortical RGs in human, but not mouse, slice cultures (Lui
et al. 2014). Together, these data suggested that CLOCK
regulates the expressionof genes related tomigratory func-
tion in these human neuronal cells.

To test the functional significance of the cellmigration/
localizationGOassociation ofDEGs andCM2 genes (Figs.
2E, 5C), we performed a neuronal migration assay. Neuro-
spheres of human neural progenitor cells transduced
with either control or CLOCK knockdown lentivirus
formed into a spherical single unit of cells, and cells

Figure 5. CLOCK expression regulates neuronal mi-
gration. (A) The module eigengene of CM2 correlates
positively with CLOCK knockdown. (B) CM2 is signif-
icantly enriched in up-regulated DEGs. (C) CM2 genes
are significantly enriched for genes involved in cell mi-
gration and neurogenesis. (D) Human neural progeni-
tors transduced with control virus (RFP+) form
spherical “neurospheres” and migrate away from the
core on laminin-coated plates. All cells that migrated
past thewhite dashed line, representing 200%of the in-
ner core size, were counted in this analysis. n = 350–500
cells per neurosphere. Red dashed lines indicate mea-
surement from the inner core to the outermost control
virus-positive cell (for clarity, not all measurements are
shown). Bar, 200 µm. (E) Neurospheres comprised of
cells transduced with CLOCK knockdown virus mi-
grated further from the core than did neurospheres
made up of cells infectedwith control virus. Two-tailed
Mann-Whitney test, P = 3.79 × 10−2. (F ) Single neuro-
spheres were created by mixing equal numbers of cells
infected separately with control virus (GFP+) and
CLOCK knockdown virus (RFP+). All cells that migrat-
ed past the white dashed line, representing 200% of the
inner core size, were counted in this analysis. n = 350–
500 cells per neurosphere. Green dashed lines show
the distance between the inner core and the outermost
control virus-infected cell, and red dashed lines repre-
sent measurement from the core to the outermost
CLOCK knockdown virus transduced cell (for clarity,
not all measurements are shown). Bar, 200 µm. (G)
The same phenotype of greatermigratory distance trav-
eled with CLOCK knockdown relative to control was
observed with greater significance using “within neu-
rosphere replicate” controls. Two-tailed paired t-test,
P = 3.0 × 10−3.
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were permitted to migrate away from the core over 2 d
(Fig. 5D). Neurospheres comprised of cells transduced
with CLOCK knockdown virus migrated further from
the core than did neurospheres made up of cells infected
with control virus (Fig. 5E). However, each individual neu-
rosphere varied significantly in core size and average mi-
gration distance, potentially adding additional variance
beyond the manipulation of the desired experimental var-
iable. Single neurospheres were therefore created by mix-
ing equal numbers of cells transduced separately with
either control virus (GFP+) or CLOCK knockdown virus
(RFP+) (Fig. 5F). This approach generated within-replicate
controls and revealed a more robust phenotype statisti-
cally (Fig. 5G). Furthermore, this additional evidence sug-
gested that a secreted factor regulatingmigratory distance
is a less likely explanation for these results. We further
performed an additional independent assay of neuronal
migration following CLOCK knockdown using the estab-
lished transwell assay (Kaplan et al. 2005; Ma et al. 2007).
These results corroborated our neurosphere data and fur-
ther supported a role of CLOCK in regulating neuronal
migration (Supplemental Fig. S10).

CLOCK-relevant human-specific hub genes are enriched
in genes implicated in neurodevelopmental disorders

To identify the relevance of the identified CLOCK target
genes to human brain evolution, we first examined
whether there was significant overlap of CLOCK target

genes and previously identified lists of genes with hu-
man-specific expression (Caceres et al. 2003; Khaitovich
et al. 2004, 2005; Babbitt et al. 2010; Konopka et al.
2012a; Liu et al. 2012). However, we found no significant
enrichment of genes with human-specific expression
in ConsensusChIPTargets or DEGs following CLOCK
knockdown (hypergeometric test, FDR = 0.9989 and
FDR = 0.7904, respectively).
Because cognitive disorders are thought to have arisen

partly as a consequence of human brain evolution (Fonte-
not and Konopka 2014), we next examined whether any
CMs were enriched in genes involved in cognitive disor-
ders. CM3, a module with aggregate expression of the
genes associating positively with CLOCK knockdown
(Fig. 6A), was enriched in high-confidence “scored”
ASD-associated genes as well as genes associated with in-
tellectual disability (Figs. 3, 6B). CM3 was enriched in
genes involved in neuronal development and projection
assembly in addition to genes implicated in several neuro-
psychiatric disorders as mentioned above, such as ASD,
intellectual disability, and epilepsy (Fig. 6C; Supplemen-
tal Table S3). In particular, the CM3 hub gene SRGAP3
has been associated specificallywith X-linked intellectual
disability and is involved in the Slit–Robo pathway regu-
lating axonal branching and neuronal migration (Endris
et al. 2002).
None of the modules from the WGCNAs was signifi-

cantly enriched for either human-specific genes or the
genes from the original human frontal cortex module
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that identified CLOCK as having human-specific connec-
tivity (Fig. 3; Konopka et al. 2012a). However, the tech-
niques and sample sizes are quite varied for the
identification of human-specific genes, likely making
these lists of genes underpowered and/or noisy (see the
Materials and Methods; Supplemental Material). We
therefore focused on the most interconnected genes of
the modules (“hub” genes), as these genes drive the coex-
pression of the other genes within a given module (Fonte-
not and Konopka 2014). We found that the hub genes of
CM3 tended to have human-specific patterns of expres-
sion compared with other primates, which was a feature
unique to this module among all of the modules in our
data set (Fig. 6B,D). As CLOCK itself showed a human-
specific pattern of expression in the human cortex (Babbitt
et al. 2010; Konopka et al. 2012a), these results support the
hypothesis thatCLOCK plays a key role in regulating gene
expression networks relevant to human cognition and re-
lated disorders.

Discussion

To identify human-specific neuronal targets, one is limit-
ed by the availability of cells with in vivo relevance. We
used a well-characterized system of hNPs that has been
shown previously to recapitulate in vivo brain develop-
ment (Konopka et al. 2012b; Stein et al. 2014). These cells
aremost closely related to forebrain neurons and therefore
aremore relevant to cortical neurons than to brain regions
with oscillatory functions such as the SCN.Using this hu-
man cellular system, we can directly manipulate CLOCK
expression—something that cannot be done in vivo with
humans. We additionally used post-mortem adult human
brain tissue in addition to the same in vitro neuronalmod-
el to carry out CLOCKChIP-seq to address the in vivo rel-
evance of our results. The overlap of these ChIP-seq data
together with the neuronal RNA-seq data provides some
validation of directly bound transcriptionally regulated
targets, while the ChIP-seq targets on their own provide
an additional set of genes for further examination in cellu-
lar or other model systems. The overlap of these data at
both the individual gene level and the functional pathway
level is evenmore remarkable, as wewere comparing data
from cells derived from developing human brains with
data from adult human post-mortem tissue. Limitations
regarding the availability of sufficient quantities of hu-
man fetal brains for ChIP-seq or of primary adult human
neurons that can be cultured make carrying out compara-
ble time points for in vivo and in vitro studies formidable.
Using available human fetal brain gene expression data
sets (Miller et al. 2014), we found that CLOCK is highly
expressed throughout human fetal brain development
(data not shown), suggesting that it could be playing a
role in human cortical development.

Determining the human or brain specificity of these re-
sults is also challenging, as there have been few studies
that have examined genome-wide direct targets of
CLOCKwith which to compare. Although there were sig-
nificant overlaps, the CLOCK ChIP-seq data from adult

human brains encompass a mostly unique list of tran-
scriptional targets compared with the CLOCK ChIP-seq
studies carried out in mouse livers (Koike et al. 2012),
mouse pancreatic β cells (Perelis et al. 2015), and human
THP-1 cells derived from an acute monocytic leukemia
patient (Puram et al. 2016). We believe that most of these
differences are largely due to the choice of organs studied,
species, and antibodies. However, there are also important
technical differences in the way the ChIP experiments
were carried out. Most notably, our data are derived
from samples single-cross-linked with formaldehyde,
while Koike et al. (2012), Perelis et al. (2015), and Puram
et al. (2016) all double-cross-linked samples with either
disuccinimidyl glutarate (DSS) and formaldehyde or ethyl-
ene glycol bis (succinimidyl succinate [EGS]) and formal-
dehyde. DSS and EGS can cross-link protein–protein
interactions, and thus their use in ChIP-seq protocols
could identify both direct DNA binding and indirect bind-
ing through the action of CLOCK as a cofactor (Zeng et al.
2006). Furthermore, as the genes expressed vary across
these tissues and species, it is not surprising that regula-
tion of gene expression would also vary.

Both CLOCK ChIP results in human brains and differ-
entially expressed analysis followingCLOCK knockdown
in human neurons suggest a potential functional role for
CLOCK in regulating metabolic processes in RNA (Fig.
1G) and carbohydrate (Fig. 2E) metabolism, respectively.
This regulatory role is especially interesting from an evo-
lutionary perspective, as many studies have suggested
that change in metabolic regulation was necessary for
the development of the enlarged human cortex relative
to other primates (Aiello and Wheeler 1995; Uddin et al.
2004; Bauernfeind et al. 2014; Kuzawa et al. 2014). Future
studies could measure the metabolic products or rate fol-
lowing CLOCK manipulation in in vitro human systems
or mouse models misexpressing CLOCK. Studies in non-
human primate cells or tissues would also be informative,
but, unfortunately, access to the comparable materials is
extremely limited.

Cyclical transcriptional fluctuations have been shown
to correlate with epigenomic changes in chromatin struc-
ture over circadian time (Masri and Sassone-Corsi 2010).
Previous reports have suggested that CLOCK demon-
strates intrinsic HAT activity and can acetylate histone
H3 (Doi et al. 2006; Hirayama et al. 2007). Furthermore,
CLOCK and ARNTL interact with coactivators p300
and CREB-binding protein (CBP) to acetylate histones
and prepare an accessible chromatin state for transcrip-
tion (Etchegaray et al. 2003; Curtis et al. 2004; Lee et al.
2008; Hosoda et al. 2009). We therefore hypothesized
that any effects of increased CLOCK expression in the hu-
man lineage could perhaps be explained in part by HAT
function. These ideas were extended by the GO enrich-
ment of CM1 genes in categories relevant to epigenetic
modification (Fig. 4C). We were therefore surprised by
the negative results obtained when we tested this hypoth-
esis using ATAC-seq after CLOCK knockdown (Fig. 4D).
However, these negative results leave open the possibility
that some yet to be determined epigenetic modifications
could be occurring despite the stability of open chromatin
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regions following CLOCK knockdown. These untested
modifications potentially performed by CLOCK target
genes include direct DNA methylation (Harris et al.
2010) as well as phosphorylation, ubiquitination, and
sumoylation of histone proteins (Geiss-Friedlander and
Melchior 2007; Bannister and Kouzarides 2011).Modifica-
tions such as these could potentially have been missed by
our ATAC-seq experiments and warrant further study.
Mature neurons in the human brain must migrate far

from their origins to reach their programmed positions
in the adult neocortex, and defects in this process can re-
sult in many neurological diseases (Gleeson and Walsh
2000). Interestingly, CLOCK is a member of the basic he-
lix–loop–helix (bHLH) family of transcription factors, and
this family has been linked to regulation of cell migration
in previous studies (Ge et al. 2006). Furthermore, another
core circadian gene and direct CLOCK transcriptional tar-
get (Fig. 1F), NR1D1, was shown to regulate neuronal mi-
gration in the cerebral cortices of mice, and mutations in
this gene were linked to ASD in human patients (Goto
et al. 2017). Upstream CLOCK control of NR1D1 could
potentially play a role in this corroboratingmigratory phe-
notype. Such a result would be in line with up-regulated
genes after CLOCK knockdown being associated with
neuronal migration via dysregulation of NR1D1. Indeed,
repeating our neurosphere assay of migration with knock-
down ofNR1D1 showed that, as predicted,NR1D1 knock-
down promoted further neuronal migration in a fashion
similar to that of CLOCK knockdown experiments (Sup-
plemental Fig. S11). The genes involved in regulation of
neuronal migration may not all be direct targets of
CLOCK, but understanding the networks of gene expres-
sion downstream from CLOCK in human neurons in par-
ticular significantly contributes to our knowledge of the
molecular mechanism of human brain development and
evolution.
Our study is the first to report regulation of neuronal

migration by CLOCK. Interestingly, a recent study sug-
gested that CLOCK plays a vital role in regulating the
critical period of mouse visual cortex plasticity (Kobaya-
shi et al. 2015) but did not posit a specific mechanism. A
change in neuronal migration regulation downstream
from CLOCK could potentially provide such an explana-
tion by altering the timing and position of the normal
developmental landscape and could be investigated fur-
ther in mouse models with altered CLOCK levels. In con-
trast, it is possible that the negative regulation of
neuronal migration by CLOCK could be relevant only
to human brain development. There are significant differ-
ences in the human brain, in particular the increased sur-
face area of the human neocortex. Thus, the tradeoff of
migration versus neural stem cell division plays an im-
portant role in directing human cortical expansion
(Geschwind and Rakic 2013). Based on the expression of
CLOCK in the developing human brain, it is tempting
to speculate that increased CLOCK expression is impor-
tant for regulating molecular pathways involved in main-
taining a proliferative state rather than promoting
migration. Thus, while our data are provocative and the
first of their kind to link CLOCK to human brain devel-

opment, many compelling avenues of inquiry remain
for future studies.
Elucidating human-relevant transcriptional cascades in

the brain should provide insight into both human brain
evolution and disease. To our knowledge, the study de-
tailed here is the first of its kind to identify the transcrip-
tional program downstream from CLOCK in human
neurons. These findings provide context to the previous
observation of CLOCK demonstrating increased expres-
sion in the human neocortex, supporting a noncircadian
role for CLOCK in this region. We found that CLOCK reg-
ulates the expression of several functional categories of
genes outside of the known circadian circuits, most nota-
bly genes involved in metabolism and cell migration. We
cannot rule out that although CLOCK itself is not robust-
ly cycling, it could be functioning in a circadian manner
through cyclical interactionwith its dimerization partner,
ARNTL, which is the top-ranked cycling gene in several
human brain regions, including neocortex (Li et al.
2013). Such a hypothesis is further supported by our iden-
tification of the enrichment of an E-boxmotif in the ChIP-
seq data as well as the coexpression of CLOCK with two
other proteins that robustly cycle in the human brain:
PER2 and NR1D2 (Supplemental Fig. S1). Future studies
that assess CLOCK protein interactions in the human
brain throughout circadian time should address these pos-
sibilities. We provided additional experimental evidence
to demonstrate a repressive role for CLOCK in regulating
human neuronal migration. Finally, we also uncovered an
enrichment of genes associated with cognitive disorders
or human-specific brain expression patterns that are relat-
ed to CLOCK expression in human neurons. Together,
these data support an evolutionarily relevant role for
CLOCK to direct signaling cascades important for brain
development that are at risk in cognitive diseases.

Materials and methods

CLOCK ChIP

ChIP experiments were carried out similar to those in Koike
et al. (2012). Please see the Supplemental Material for more
information.

hNPs and human neurons

hNPs were purchased from Lonza and cultured as described pre-
viously (Konopka et al. 2012b). Please see the Supplemental Ma-
terial for more information.

ChIP-seq and RNA-seq library construction and sequencing

ChIP-seq and RNA-seq libraries were prepared in-house as de-
scribed previously (Takahashi et al. 2015). For RNA-seq libraries,
mRNA was isolated from randomized samples using poly-A se-
lection, and strand-specific libraries were generated. Sequencing
was performed on randomly pooled samples by the McDermott
Sequencing Core at University of Texas Southwestern on an Illu-
mina NextSeq 500 sequencer. Single-end 75-base-pair (bp) reads
were generated.
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Differential expression analyses

Differential expression between control andCLOCK knockdown
samples was assessed using the DESeq2 package in R (Supple-
mental Table S2; Anders andHuber 2010). The expressionmatrix
contained the 12,183 protein-coding genes that passed the RPKM
(reads per kilobase per million mapped reads) cutoff as described
in the Supplemental Material. Linear regression was performed
usingDESeq2 to remove covariate variables: RNA integrity num-
ber (RIN) value and library construction batch. All DEGs with an
FDR≤ 0.05 and log2 (fold change)≥ |0.3| (Araujo et al. 2015) were
retained. A permutation test was also applied using 1000 permut-
ed experiments. None of these permuted analyses showed the
same genes differentially expressed (permutation P < 0.001).

Coexpression network analyses

To identify modules of coexpressed genes in the RNA-seq data,
we carried out WGCNA (Supplemental Table S3; Langfelder
and Horvath 2008). RPKM values were filtered as described in
the Supplemental Material, and log2 (RPKM+ 1) was used as in-
put data. Please see the Supplemental Material for more
information.

Statistical analysis and code availability

Statistical analyses were performed using R. All code is available
on request.
Please see the Supplemental Material for details of all other

methods.
All work using deidentified human materials have been grant-

ed an exemption from requiring ethics approval from University
of Texas Southwestern Medical Center.

Availability of data and material

The NCBI Gene Expression Omnibus (GEO) accession number
for the ChIP-seq, RNA-seq, and ATAC-seq data reported in this
manuscript is GSE96659.

Acknowledgments

We thank Dr. Victora Acosta and Dr. Noheon Park for help with
ChIP optimization, Dr. Yongli Shan for assisting with luciferase
experiments and analysis, and Dr. Guocun Huang for providing
a 3xFlag-3xHA-tagged mouse CLOCK construct. We also thank
the University of Texas Southwestern Neuroscience Imaging
Core for allowing us to use their imaging equipment for the neu-
rosphere experiments. Finally, thanks to all members of the
Konopka laboratory for experimental help and support through-
out this project. This work was supported by grants from the Na-
tional Institute of Mental Health to G.K. (MH207672 and
MH103517) and M.R.F. (MH105158), and the James S. McDon-
nell Foundation 21stCentury Science Initiative inUnderstanding
Human Cognition-Scholar Award to G.K. G.K. is a Jon Heighten
Scholar in AutismResearch atUniversity of Texas Southwestern.
J.S.T. is an Investigator in the Howard Hughes Medical Institute.
N.U. is a Research Fellow of the Uehara Memorial Foundation.
M.R.F., S.B., J.S.T., and G.K. designed the experiments. M.R.F.
performed all wet bench experiments, including all ChIP-seq,
RNA-seq, ATAC-seq, and neurospheremigration assays. S.B. pro-
vided data analysis for all sequencing data. Y.L. carried out addi-
tional neurosphere and transwell assays with assistance from
C.D. G.W. created CLOCK knockout 293T cells and performed
CLOCK ChIP in these cells. N.U. provided experimental assis-

tance. K.G. and C.A.T. provided human brain tissue for ChIP-
seq experiments.G.K. conceived the study, andG.K. and J.S.T. su-
pervised the study. M.R.F., S.B., J.S.T., and G.K. wrote the manu-
script. All authors read and approved the final manuscript.

References

Aiello LC,Wheeler P. 1995. The expensive-tissue hypothesis: the
brain and the digestive system in human and primate evolu-
tion. Curr Anthropol 36: 199–221.

Alhopuro P, Bjorklund M, Sammalkorpi H, Turunen M, Tuupa-
nen S, BistromM, Niittymaki I, Lehtonen HJ, Kivioja T, Lau-
nonen V, et al. 2010. Mutations in the circadian gene CLOCK
in colorectal cancer. Mol Cancer Res 8: 952–960.

Anders S, Huber W. 2010. Differential expression analysis for se-
quence count data. Genome Biol 11: R106.

Araujo DJ, Anderson AG, Berto S, Runnels W, Harper M, Amma-
nuel S, Rieger MA, Huang HC, Rajkovich K, Loerwald KW,
et al. 2015. FoxP1 orchestration of ASD-relevant signaling
pathways in the striatum. Genes Dev 29: 2081–2096.

Babbitt CC, Fedrigo O, Pfefferle AD, Boyle AP, Horvath JE, Furey
TS,WrayGA. 2010. Both noncoding and protein-coding RNAs
contribute to gene expression evolution in the primate brain.
Genome Biol Evol 2: 67–79.

Bannister AJ, Kouzarides T. 2011. Regulation of chromatin by his-
tone modifications. Cell Res 21: 381–395.

Bauernfeind AL, Barks SK, Duka T, Grossman LI, Hof PR, Sher-
wood CC. 2014. Aerobic glycolysis in the primate brain: re-
considering the implications for growth and maintenance.
Brain Struct Funct 219: 1149–1167.

Benedetti F, Serretti A, Colombo C, Barbini B, Lorenzi C, Cam-
pori E, Smeraldi E. 2003. Influence of CLOCK gene polymor-
phism on circadian mood fluctuation and illness recurrence
in bipolar depression. Am J Med Genet B Neuropsychiatr Ge-
net 123B: 23–26.

Caceres M, Lachuer J, Zapala MA, Redmond JC, Kudo L, Gesch-
wind DH, Lockhart DJ, Preuss TM, Barlow C. 2003. Elevated
gene expression levels distinguish human from non-human
primate brains. Proc Natl Acad Sci 100: 13030–13035.

CampbellDB, D’Oronzio R,Garbett K, Ebert PJ,Mirnics K, Levitt
P, Persico AM. 2007. Disruption of cerebral cortex MET sig-
naling in autism spectrum disorder. Ann Neurol 62: 243–250.

Chen CY, Logan RW, Ma T, Lewis DA, Tseng GC, Sibille E,
McClung CA. 2016. Effects of aging on circadian patterns of
gene expression in the human prefrontal cortex. Proc Natl
Acad Sci 113: 206–211.

Curtis AM, Seo SB, Westgate EJ, Rudic RD, Smyth EM, Chakra-
varti D, FitzGerald GA, McNamara P. 2004. Histone acetyl-
transferase-dependent chromatin remodeling and the
vascular clock. J Biol Chem 279: 7091–7097.

Doi M, Hirayama J, Sassone-Corsi P. 2006. Circadian regulator
CLOCK is a histone acetyltransferase. Cell 125: 497–508.

Dumontheil I, Burgess PW, Blakemore SJ. 2008. Development of
rostral prefrontal cortex and cognitive and behavioural disor-
ders. Dev Med Child Neurol 50: 168–181.

Dvornyk V, Vinogradova O, Nevo E. 2003. Origin and evolution
of circadian clock genes in prokaryotes. Proceedings of the
Natl Acad Sci 100: 2495–2500.

Dzirasa K, Coque L, Sidor MM, Kumar S, Dancy EA, Takahashi
JS, McClung CA, Nicolelis MA. 2010. Lithium ameliorates
nucleus accumbens phase-signaling dysfunction in a genetic
mouse model of mania. J Neurosci 30: 16314–16323.

Dzirasa K,McGarity DL, BhattacharyaA, Kumar S, Takahashi JS,
Dunson D, McClung CA, Nicolelis MA. 2011. Impaired

Fontenot et al.

2132 GENES & DEVELOPMENT

http://genesdev.cshlp.org/lookup/suppl/doi:10.1101/gad.305813.117/-/DC1
http://genesdev.cshlp.org/lookup/suppl/doi:10.1101/gad.305813.117/-/DC1
http://genesdev.cshlp.org/lookup/suppl/doi:10.1101/gad.305813.117/-/DC1
http://genesdev.cshlp.org/lookup/suppl/doi:10.1101/gad.305813.117/-/DC1
http://genesdev.cshlp.org/lookup/suppl/doi:10.1101/gad.305813.117/-/DC1
http://genesdev.cshlp.org/lookup/suppl/doi:10.1101/gad.305813.117/-/DC1
http://genesdev.cshlp.org/lookup/suppl/doi:10.1101/gad.305813.117/-/DC1


limbic γ oscillatory synchrony during anxiety-related behav-
ior in a genetic mouse model of bipolar mania. J Neurosci
31: 6449–6456.

Elsen GE, Choi LY, Prince VE, Ho RK. 2009. The autism suscept-
ibility gene met regulates zebrafish cerebellar development
and facial motor neuron migration. Dev Biol 335: 78–92.

Endris V, Wogatzky B, Leimer U, Bartsch D, Zatyka M, Latif F,
Maher ER, Tariverdian G, Kirsch S, Karch D. 2002. The novel
Rho-GTPase activating gene MEGAP/srGAP3 has a putative
role in severe mental retardation. Proc Natl Acad Sci 99:
11754–11759.

Etchegaray JP, Lee C,Wade PA, Reppert SM. 2003. Rhythmic his-
tone acetylation underlies transcription in the mammalian
circadian clock. Nature 421: 177–182.

Fontenot M, Konopka G. 2014. Molecular networks and the evo-
lution of human cognitive specializations. Curr Opin Genet
Dev 29: 52–59.

Gachon F, Fonjallaz P, Damiola F, Gos P, Kodama T, Zakany J,
Duboule D, Petit B, Tafti M, Schibler U. 2004. The loss of cir-
cadian PAR bZip transcription factors results in epilepsy.
Genes Dev 18: 1397–1412.

Garaulet M, Corbalan MD, Madrid JA, Morales E, Baraza JC, Lee
YC, Ordovas JM. 2010. CLOCK gene is implicated in weight
reduction in obese patients participating in a dietary pro-
gramme based on the Mediterranean diet. Int J Obes (2005)
34: 516–523.

GeW, He F, KimKJ, Blanchi B, Coskun V, Nguyen L,Wu X, Zhao
J, Heng JI, Martinowich K, et al. 2006. Coupling of cell migra-
tion with neurogenesis by proneural bHLH factors. Proc Natl
Acad Sci 103: 1319–1324.

Geiss-Friedlander R, Melchior F. 2007. Concepts in sumoylation:
a decade on. Nat Rev Mol Cell Biol 8: 947–956.

Gekakis N, Staknis D, Nguyen HB, Davis FC, Wilsbacher LD,
King DP, Takahashi JS, Weitz CJ. 1998. Role of the CLOCK
protein in the mammalian circadian mechanism. Science
280: 1564–1569.

Geschwind DH, Rakic P. 2013. Cortical evolution: judge the
brain by its cover. Neuron 80: 633–647.

Gleeson JG,Walsh CA. 2000.Neuronalmigration disorders: from
genetic diseases to developmental mechanisms. Trends Neu-
rosci 23: 352–359.

Goto M, Mizuno M, Matsumoto A, Yang Z, Jimbo EF, Tabata H,
Yamagata T, Nagata KI. 2017. Role of a circadian-relevant
gene NR1D1 in brain development: possible involvement in
the pathophysiology of autism spectrum disorders. Sci Rep
7: 43945.

Griswold AJ, Ma D, Cukier HN, Nations LD, Schmidt MA,
Chung RH, Jaworski JM, Salyakina D, Konidari I, Whitehead
PL, et al. 2012. Evaluation of copy number variations reveals
novel candidate genes in autism spectrum disorder-associated
pathways. Hum Mol Genet 21: 3513–3523.

Harding HP, Lazar MA. 1995. The monomer-binding orphan re-
ceptorRev-Erb represses transcription as a dimer on a novel di-
rect repeat. Mol Cell Biol 15: 4791–4802.

Harris RA,WangT, Coarfa C,Nagarajan RP, HongC,Downey SL,
Johnson BE, Fouse SD, Delaney A, Zhao Y, et al. 2010. Com-
parison of sequencing-based methods to profile DNAmethyl-
ation and identification of monoallelic epigenetic
modifications. Nat Biotechnol 28: 1097–1105.

Hawrylycz M, Miller JA, Menon V, Feng D, Dolbeare T, Guillo-
zet-Bongaarts AL, Jegga AG, Aronow BJ, Lee CK, Bernard A,
et al. 2015. Canonical genetic signatures of the adult human
brain. Nat Neurosci 18: 1832–1844.

Hirayama J, Sahar S, Grimaldi B, Tamaru T, Takamatsu K, Naka-
hata Y, Sassone-Corsi P. 2007. CLOCK-mediated acetylation

of BMAL1 controls circadian function. Nature 450:
1086–1090.

HosodaH, Kato K, AsanoH, ItoM, Kato H, Iwamoto T, Suzuki A,
Masushige S, Kida S. 2009. CBP/p300 is a cell type-specific
modulator of CLOCK/BMAL1-mediated transcription. Mol
Brain 2: 34.

Hughes M, Deharo L, Pulivarthy SR, Gu J, Hayes K, Panda S,
Hogenesch JB. 2007. High-resolution time course analysis of
gene expression from pituitary. Cold Spring Harb Symp
Quant Biol 72: 381–386.

Hughes ME, Hogenesch JB, Kornacker K. 2010. JTK_CYCLE: an
efficient nonparametric algorithm for detecting rhythmic
components in genome-scale data sets. J Biol Rhythms 25:
372–380.

HughesME, Hong HK, Chong JL, Indacochea AA, Lee SS, HanM,
Takahashi JS, Hogenesch JB. 2012. Brain-specific rescue of
Clock reveals system-driven transcriptional rhythms in pe-
ripheral tissue. PLoS Genet 8: e1002835.

KamiyaA, KuboK, TomodaT, TakakiM,YounR,Ozeki Y, Sawa-
muraN, Park U, Kudo C, OkawaM, et al. 2005. A schizophre-
nia-associated mutation of DISC1 perturbs cerebral cortex
development. Nat Cell Biol 7: 1167–1178.

Kaplan RN,RibaRD, Zacharoulis S, BramleyAH, Vincent L, Cos-
ta C, MacDonald DD, Jin DK, Shido K, Kerns SA, et al. 2005.
VEGFR1-positive haematopoietic bone marrow progenitors
initiate the pre-metastatic niche. Nature 438: 820–827.

Katzenberg D, Young T, Finn L, Lin L, King DP, Takahashi JS,
Mignot E. 1998. ACLOCK polymorphism associated with hu-
man diurnal preference. Sleep 21: 569–576.

Khaitovich P, Muetzel B, She X, Lachmann M, Hellmann I,
Dietzsch J, Steigele S, Do HH, Weiss G, Enard W, et al.
2004. Regional patterns of gene expression in human and
chimpanzee brains. Genome Res 14: 1462–1473.

Khaitovich P, Hellmann I, Enard W, Nowick K, Leinweber M,
Franz H, Weiss G, Lachmann M, Paabo S. 2005. Parallel pat-
terns of evolution in the genomes and transcriptomes of hu-
mans and chimpanzees. Science 309: 1850–1854.

King MC, Wilson AC. 1975. Evolution at two levels in humans
and chimpanzees. Science 188: 107–116.

Ko CH, Takahashi JS. 2006. Molecular components of the mam-
malian circadian clock. Hum Mol Genet 15: R271–R277.

Kobayashi Y, Ye Z, Hensch TK. 2015. Clock genes control corti-
cal critical period timing. Neuron 86: 264–275.

Koike N, Yoo SH, Huang HC, Kumar V, Lee C, Kim TK, Takaha-
shi JS. 2012. Transcriptional architecture and chromatin land-
scape of the core circadian clock in mammals. Science 338:
349–354.

Konopka G, Friedrich T, Davis-Turak J, Winden K, Oldham MC,
Gao F, Chen L, Wang GZ, Luo R, Preuss TM, et al. 2012a. Hu-
man-specific transcriptional networks in the brain. Neuron
75: 601–617.

Konopka G, Wexler E, Rosen E, Mukamel Z, Osborn GE, Chen L,
Lu D, Gao F, Gao K, Lowe JK, et al. 2012b. Modeling the func-
tional genomics of autism using human neurons.Mol Psychi-
atry 17: 202–214.

Kuzawa CW, Chugani HT, Grossman LI, Lipovich L, Muzik O,
Hof PR, Wildman DE, Sherwood CC, Leonard WR, Lange N.
2014. Metabolic costs and evolutionary implications of hu-
man brain development. Proc Natl Acad Sci 111:
13010–13015.

Langfelder P, Horvath S. 2008.WGCNA: anR package forweight-
ed correlation network analysis. BMC Bioinformatics 9: 559.

Lee J, Lee Y, LeeMJ, Park E, Kang SH, Chung CH, Lee KH, KimK.
2008. Dual modification of BMAL1 by SUMO2/3 and

CLOCK regulation of human transcription

GENES & DEVELOPMENT 2133



ubiquitin promotes circadian activation of the CLOCK/
BMAL1 complex. Mol Cell Biol 28: 6056–6065.

Li JZ, Bunney BG, Meng F, Hagenauer MH, Walsh DM, Vawter
MP, Evans SJ, Choudary PV, Cartagena P, Barchas JD, et al.
2013. Circadian patterns of gene expression in the human
brain and disruption in major depressive disorder. Proc Natl
Acad Sci 110: 9950–9955.

Liu X, Somel M, Tang L, Yan Z, Jiang X, Guo S, Yuan Y, He L,
Oleksiak A, Zhang Y, et al. 2012. Extension of cortical synap-
tic development distinguishes humans fromchimpanzees and
macaques. Genome Res 22: 611–622.

Liu Z, Hu Y, Liang H, Sun Z, Feng S, Deng H. 2016. Silencing
PRDX3 inhibits growth and promotes invasion and extracellu-
larmatrix degradation in hepatocellular carcinomacells. J Pro-
teome Res 15: 1506–1514.

Lui JH, Nowakowski TJ, Pollen AA, Javaherian A, Kriegstein AR,
Oldham MC. 2014. Radial glia require PDGFD–PDGFRβ sig-
nalling in human but not mouse neocortex. Nature 515:
264–268.

Ma L, Teruya-Feldstein J, Weinberg RA. 2007. Tumour invasion
and metastasis initiated by microRNA-10b in breast cancer.
Nature 449: 682–688.

Mali P, Yang L, Esvelt KM, Aach J, Guell M, DiCarlo JE, Norville
JE, Church GM. 2013. RNA-guided human genome engineer-
ing via Cas9. Science 339: 823–826.

Marcheva B, Ramsey KM, Buhr ED, Kobayashi Y, Su H, Ko CH,
Ivanova G, Omura C,Mo S, VitaternaMH, et al. 2010. Disrup-
tion of the clock components CLOCK and BMAL1 leads to
hypoinsulinaemia and diabetes. Nature 466: 627–631.

Masri S, Sassone-Corsi P. 2010. Plasticity and specificity of the
circadian epigenome. Nat Neurosci 13: 1324–1329.

McClung CA, Sidiropoulou K, Vitaterna M, Takahashi JS, White
FJ, Cooper DC, Nestler EJ. 2005. Regulation of dopaminergic
transmission and cocaine reward by the Clock gene. Proc
Natl Acad Sci 102: 9377–9381.

McNamara P, Seo SB, Rudic RD, Sehgal A, Chakravarti D, Fitz-
GeraldGA. 2001. Regulation of CLOCK andMOP4 by nuclear
hormone receptors in the vasculature: a humoral mechanism
to reset a peripheral clock. Cell 105: 877–889.

Menaker M, Moreira LF, Tosini G. 1997. Evolution of circadian
organization in vertebrates. Braz J Med Biol Res 30: 305–313.

Menet JS, Rodriguez J, Abruzzi KC, Rosbash M. 2012. Nascent-
seq reveals novel features of mouse circadian transcriptional
regulation. Elife 1: e00011.

Miller JA, Ding SL, Sunkin SM, Smith KA, Ng L, Szafer A, Ebbert
A, Riley ZL, Royall JJ, Aiona K, et al. 2014. Transcriptional
landscape of the prenatal human brain. Nature 508: 199–206.

Mukamel Z, KonopkaG,Wexler E, OsbornGE,DongH, Bergman
MY, Levitt P, Geschwind DH. 2011. Regulation of MET by
FOXP2, genes implicated in higher cognitive dysfunction
and autism risk. J Neurosci 31: 11437–11442.

Nagoshi E, Saini C, Bauer C, Laroche T, Naef F, Schibler U. 2004.
Circadian gene expression in individual fibroblasts: cell-au-
tonomous and self-sustained oscillators pass time to daughter
cells. Cell 119: 693–705.

Neale BM, KouY, Liu L,Ma’ayanA, SamochaKE, SaboA, LinCF,
StevensC,Wang LS,MakarovV, et al. 2012. Patterns and rates
of exonic de novo mutations in autism spectrum disorders.
Nature 485: 242–245.

Nicholas B, Rudrasingham V, Nash S, Kirov G, Owen MJ, Wim-
pory DC. 2007. Association of Per1 and Npas2 with autistic
disorder: support for the clock genes/social timing hypothesis.
Mol Psychiatry 12: 581–592.

NowickK,GernatT, Almaas E, Stubbs L. 2009.Differences in hu-
man and chimpanzee gene expression patterns define an

evolving network of transcription factors in brain. Proc Natl
Acad Sci 106: 22358–22363.

Openshaw RL, Thomson DM, Penninger JM, Pratt JA, Morris BJ.
2017. Mice haploinsufficient for Map2k7, a gene involved in
neurodevelopment and risk for schizophrenia, show impaired
attention, a vigilance decrement deficit and unstable cogni-
tive processing in an attentional task: impact of minocycline.
Psychopharmacology 234: 293–305.

Panda S, Antoch MP, Miller BH, Su AI, Schook AB, Straume M,
Schultz PG, Kay SA, Takahashi JS, Hogenesch JB. 2002. Coor-
dinated transcription of key pathways in themouse by the cir-
cadian clock. Cell 109: 307–320.

Perelis M,Marcheva B, Ramsey KM, SchipmaMJ, Hutchison AL,
Taguchi A, Peek CB, Hong H, HuangW, Omura C, et al. 2015.
Pancreatic β cell enhancers regulate rhythmic transcription of
genes controlling insulin secretion. Science (New York, NY)
350: aac4250.

Peter B, Wijsman EM, Nato AQ Jr, Matsushita MM, Chapman
KL, Stanaway IB, Wolff J, Oda K, Gabo VB, Raskind WH.
2016. Genetic candidate variants in two multigenerational
families with childhood apraxia of speech. PLoS One 11:
e0153864.

Preitner N, Damiola F, Lopez-Molina L, Zakany J, Duboule D,
Albrecht U, Schibler U. 2002. The orphan nuclear receptor
REV-ERBα controls circadian transcription within the posi-
tive limb of the mammalian circadian oscillator. Cell 110:
251–260.

PuramRV, KowalczykMS, de Boer CG, Schneider RK,Miller PG,
McConkey M, Tothova Z, Tejero H, Heckl D, Jaras M, et al.
2016. Core circadian clock genes regulate leukemia stem cells
in AML. Cell 165: 303–316.

RathMF, Rohde K, Moller M. 2012. Circadian oscillations of mo-
lecular clock components in the cerebellar cortex of the rat.
Chronobiol Int 29: 1289–1299.

Ripperger JA, Schibler U. 2006. Rhythmic CLOCK–BMAL1 bind-
ing to multiple E-box motifs drives circadian Dbp transcrip-
tion and chromatin transitions. Nat Genet 38: 369–374.

Ripperger JA, Shearman LP, Reppert SM, Schibler U. 2000.
CLOCK, an essential pacemaker component, controls expres-
sion of the circadian transcription factor DBP. Genes Dev 14:
679–689.

Roybal K, TheoboldD,GrahamA,DiNieri JA, Russo SJ, Krishnan
V, Chakravarty S, Peevey J, Oehrlein N, Birnbaum S, et al.
2007. Mania-like behavior induced by disruption of CLOCK.
Proc Natl Acad Sci 104: 6406–6411.

Sarachana T, Zhou R, Chen G, Manji HK, Hu VW. 2010. Investi-
gation of post-transcriptional gene regulatory networks asso-
ciated with autism spectrum disorders by microRNA
expression profiling of lymphoblastoid cell lines. Genome
Med 2: 23.

Schlicker A, Domingues FS, Rahnenfuhrer J, Lengauer T. 2006. A
new measure for functional similarity of gene products based
on gene ontology. BMC Bioinformatics 7: 302.

Semendeferi K, Teffer K, Buxhoeveden DP, Park MS, Bludau S,
Amunts K, Travis K, Buckwalter J. 2011. Spatial organization
of neurons in the frontal pole sets humans apart from great
apes. Cerebral Cortex 21: 1485–1497.

Serretti A, Benedetti F, Mandelli L, Lorenzi C, Pirovano A, Co-
lombo C, Smeraldi E. 2003. Genetic dissection of psychopath-
ological symptoms: insomnia in mood disorders and CLOCK
gene polymorphism. Am J Med Genet B Neuropsychiatr Ge-
net 121B: 35–38.

SteevesTD,KingDP, ZhaoY, SangoramAM,DuF, BowcockAM,
Moore RY, Takahashi JS. 1999. Molecular cloning and

Fontenot et al.

2134 GENES & DEVELOPMENT



characterization of the humanCLOCKgene: expression in the
suprachiasmatic nuclei. Genomics 57: 189–200.

Stein JL, de la Torre-Ubieta L, Tian Y, Parikshak NN, Hernandez
IA, Marchetto MC, Baker DK, Lu D, Hinman CR, Lowe JK,
et al. 2014. A quantitative framework to evaluate modeling
of cortical development by neural stem cells. Neuron 83:
69–86.

Takahashi JS. 2017. Transcriptional architecture of the mamma-
lian circadian clock. Nat Rev Genet 18: 164–179.

Takahashi JS, Kumar V, Nakashe P, Koike N, Huang HC, Green
CB, Kim TK. 2015. ChIP-seq and RNA-seq methods to study
circadian control of transcription in mammals. Methods
Enzymol 551: 285–321.

Turek FW, Joshu C, Kohsaka A, Lin E, Ivanova G,McDearmon E,
Laposky A, Losee-Olson S, Easton A, Jensen DR, et al. 2005.
Obesity and metabolic syndrome in circadian Clock mutant
mice. Science 308: 1043–1045.

UddinM,WildmanDE, Liu G, XuW, Johnson RM, Hof PR, Kapa-
tos G, Grossman LI, Goodman M. 2004. Sister grouping of
chimpanzees and humans as revealed by genome-wide phylo-
genetic analysis of brain gene expression profiles. Proc Natl
Acad Sci 101: 2957–2962.

UedaHR, Hayashi S, ChenW, SanoM,MachidaM, Shigeyoshi Y,
Iino M, Hashimoto S. 2005. System-level identification of
transcriptional circuits underlying mammalian circadian
clocks. Nat Genet 37: 187–192.

Vitaterna MH, King DP, Chang AM, Kornhauser JM, Lowrey PL,
McDonald JD, Dove WF, Pinto LH, Turek FW, Takahashi JS.
1994. Mutagenesis and mapping of a mouse gene, Clock, es-
sential for circadian behavior. Science 264: 719–725.

Wang H, Yang H, Shivalila Chikdu S, Dawlaty Meelad M, Cheng
Albert W, Zhang F, Jaenisch R. 2013. One-step generation of
mice carrying mutations in multiple genes by CRISPR/Cas-
mediated genome engineering. Cell 153: 910–918.

WelshDK, Yoo SH, LiuAC, Takahashi JS, Kay SA. 2004. Biolumi-
nescence imaging of individual fibroblasts reveals persistent,
independently phased circadian rhythms of clock gene expres-
sion. Curr Biol 14: 2289–2295.

Wendelken C, O’Hare ED,Whitaker KJ, Ferrer E, Bunge SA. 2011.
Increased functional selectivity over development in rostro-
lateral prefrontal cortex. J Neurosci 31: 17260–17268.

Winchester CL, Ohzeki H, Vouyiouklis DA, Thompson R, Pen-
ninger JM, Yamagami K, Norrie JD, Hunter R, Pratt JA,Morris
BJ. 2012. Converging evidence that sequence variations in the
novel candidate gene MAP2K7 (MKK7) are functionally asso-
ciated with schizophrenia. Hum Mol Genet 21: 4910–4921.

Wu G, Anafi RC, Hughes ME, Kornacker K, Hogenesch JB. 2016.
MetaCycle: an integrated R package to evaluate periodicity in
large scale data. bioRxiv doi: 10.1101/040345.

Yang R, Su Z. 2010. Analyzing circadian expression data by har-
monic regression based on autoregressive spectral estimation.
Bioinformatics 26: i168–i174.

Yoo SH, Yamazaki S, Lowrey PL, Shimomura K, KoCH, Buhr ED,
Siepka SM, Hong HK, Oh WJ, Yoo OJ, et al. 2004. PERIOD2::
LUCIFERASE real-time reporting of circadian dynamics re-
veals persistent circadian oscillations in mouse peripheral tis-
sues. Proc Natl Acad Sci 101: 5339–5346.

Yoshitane H, Takao T, Satomi Y, Du NH, Okano T, Fukada Y.
2009. Roles of CLOCK phosphorylation in suppression of E-
box-dependent transcription. Mol Cell Biol 29: 3675–3686.

YoshitaneH,OzakiH, TerajimaH,DuNH, Suzuki Y, Fujimori T,
KosakaN, Shimba S, Sugano S, Takagi T, et al. 2014. CLOCK-
controlled polyphonic regulation of circadian rhythms
through canonical and noncanonical E-boxes. Mol Cell Biol
34: 1776–1787.

Zeng PY, VakocCR,ChenZC, BlobelGA, Berger SL. 2006. In vivo
dual cross-linking for identification of indirect DNA-associat-
ed proteins by chromatin immunoprecipitation. Biotech-
niques 41: 694.

CLOCK regulation of human transcription

GENES & DEVELOPMENT 2135


