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During development, transcription factors select distinct gene programs, providing the necessary regulatory complexity for

temporal and tissue-specific gene expression. How related factors retain specificity, especially when they recognize the same

DNA motifs, is not understood. We address this paradox using basic helix-loop-helix (bHLH) transcription factors ASCL1,

ASCL2, and MYOD1, crucial mediators of lineage specification. In vivo, these factors recognize the same DNA motifs, yet

bind largely different genomic sites and regulate distinct transcriptional programs. This suggests that their ability to identify

regulatory targets is defined either by the cellular environment of the partially defined lineages in which they are endog-

enously expressed, or by intrinsic properties of the factors themselves. To distinguish between these mechanisms, we

directly compared the chromatin binding properties of this subset of bHLH factors when ectopically expressed in embry-

onic stem cells, presenting them with a common chromatin landscape and cellular components. We find that these factors

retain distinct binding sites; thus, specificity of binding is an intrinsic property not requiring a restricted landscape or lin-

eage-specific cofactors. Although theASCL factors andMYOD1 have some distinct DNAmotif preference, it is not sufficient

to explain the extent of the differential binding. All three factors can bind inaccessible chromatin and induce changes in

chromatin accessibility and H3K27ac. A reiterated pattern of DNA binding motifs is uniquely enriched in inaccessible chro-

matin at sites bound by these bHLH factors. These combined properties define a subclass of lineage-specific bHLH factors

and provide context for their central roles in development and disease.

[Supplemental material is available for this article.]

Developmental lineage specification is orchestrated by the com-
plex interaction of transcription factors (TFs). These factors identi-
fy, bind, and regulate relevant gene targets to establish and
maintain cell fate. Multiple factors influence how TFs recognize
specific regulatory sequences in the genome including chromatin
accessibility, protein–DNA interactions, and cofactor recruitment
of other TFs, noncoding RNAs, and chromatinmodifying enzymes
(Massari and Murre 2000; Spitz and Furlong 2012; Calo and
Wysocka 2013; Morris 2016; Zhao et al. 2016). Despite decades
of study, fundamental gaps remain in understanding the regulato-
ry mechanisms underlying tissue-specific gene expression. In par-
ticular, how TFs of the same class retain specificity of activity,
especially when they bind the same DNA motifs, remains unre-
solved. One clear example of this conundrum involves a subset
of the class II basic helix-loop-helix (bHLH) tissue-specific TFs
that are considered to be master regulators of discrete cell fate:
ASCL1, ASCL2, and MYOD1.

The functional capacity of DNA binding class II bHLH factors
is dependent on their ability to recognize and activate transcrip-
tion of specific gene targets across the genome. In vitro assays
have shown that bHLH factors activate transcription through spe-
cific enhancer regions, and in vivo binding comparisons have
demonstrated that despite their class-defining bHLH domain,
they bind to different sites throughout the genome (Cao et al.
2010; Castro et al. 2011; Fong et al. 2012, 2015; Meredith et al.

2013; Borromeo et al. 2014; Schuijers et al. 2015), thereby activat-
ing distinct transcriptional targets for expression. Factor-specific
preference in DNA binding motifs can account for some of this
specificity between class II bHLH factors. Genome-wide binding
studies demonstrate that the neural-specific factor NEUROD1
and muscle-specific factor MYOD1 can bind both a shared Ebox
motif, as well as factor-specific Ebox motifs (Fong et al. 2012).
However, the neural bHLH ASCL1, and the related factor ASCL2,
share the same preferred Ebox motif as the muscle-specific bHLH
factors MYOD1, MYF5, and MYOG when examined in their re-
spective lineages (Wright et al. 1991; Castro et al. 2011; Soleimani
et al. 2012; Borromeo et al. 2014; Liu et al. 2014; Schuijers et al.
2015). Thus, additional mechanisms must be involved to supple-
ment TF preference in DNA binding motifs.

ASCL1 and ASCL2 are nearly identical in their bHLH do-
mains, but they are present in distinct lineages and drive distinct
gene expression programs; ASCL1 directs neural lineages, whereas
ASCL2 is important in multiple lineages including trophectoderm
(Guillemot et al. 1994), T-helper cells (Liu et al. 2014), and intesti-
nal stem cells (van der Flier et al. 2009).MYOD1, amaster regulator
of skeletalmuscle, shares bHLHdomain-defining amino acidswith
the ASCL factors but is more divergent in protein sequence. This
specific subset of bHLH factors recognizes the same Ebox motif,
CAGSTG (Cao et al. 2006; Borromeo et al. 2014; Schuijers et al.
2015), but paradoxically, these factors bind distinct genomic sites
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in their respective lineages in vivo. Lineage-specific differences in
chromatin accessibility and the presence of cell-type–specific co-
factors likely play a role in determining where these factors bind.
However, given that ASCL1, ASCL2, andMYOD1 induce disparate
tissue-specific gene expression programs when ectopically ex-
pressed, additional mechanisms must exist to account for the dis-
tinct activities (Nakada et al. 2004; Nishiyama et al. 2009; Fong
et al. 2012). In this study, we seek to distinguish between different
models of TF specificity, and we ask whether binding differences
depend solely on chromatin state or whether factor-specific differ-
ences intrinsic to these factors result in distinct interactions with
DNA to enact discrete transcriptional programs.

Results

Differences in class II bHLH factor binding in the genome

are a consequence of intrinsic properties of each factor

The related class II bHLH factors ASCL1, ASCL2, and MYOD1 het-
erodimerize with class I bHLH factors and selectively bind Ebox
motifs (Fig. 1A,B). Previous studies showed these factors bind to
distinct genomic sites in the lineages where they are expressed;
however, they recognize the same CAGSTG motif (Cao et al.
2006; Borromeo et al. 2014; Schuijers et al. 2015). To remove the
variability in the chromatin landscape experienced by ASCL1,
ASCL2, and MYOD1 in vivo, we directly compared their DNA
binding properties when ectopically expressed in embryonic
stem cells (Fig. 1C). Although the genomic binding pattern of
this subset of bHLH factors has previously been compared in their
respective lineages, their DNA binding behavior in a single, com-
mon cell type mitigates the influence of cell-type–specific influ-
ences such as chromatin accessibility and differentially expressed
proteins. Embryonic stem cells (ESCs) demonstrate embryonic to-
tipotency, the capacity to develop into any tissue in the embryo
(Evans and Kaufman 1981; Martin 1981). ASCL1, ASCL2, and
MYOD1, which serve as crucial lineage specifiers, are essentially
absent from the transcriptional profile of ESCs (Fig. 1), yet when
ectopically expressed, they activate lineage-specific gene transcrip-
tion programs (ASCL1, neural; ASCL2, trophectoderm; MYOD1,
muscle) (Nishiyama et al. 2009). To decipher fundamental mech-
anisms by which the bHLH factors specifically identify targets
and regulate transcription across a complex genome, modified
ESCs were used, and represent a tabula rasa on which the activity
of these bHLH factors can be compared, minimizing the potential
confounding influence of developmental cues present in partially
or fully defined lineages.

We determined the binding sites for ASCL1, ASCL2, and
MYOD1 in ESCs engineered to ectopically express each factor in
a knock-in tet-OFF system (Fig. 1D; Nishiyama et al. 2009).
Removal of doxycycline (DOX) (Guturu et al. 2013) from the cul-
ture medium leads to expression of the transgenic construct
(Gossen and Bujard 1992), here featuring a single FLAG-tagged
bHLH transgene. The level of each bHLH mRNA after induction
was similar to themRNA level for an endogenous transcription fac-
tor, Sox2 (Fig. 1E). To directly compare the binding of the bHLH
factors in an unbiased cellular context, ChIP-seq for ASCL1,
ASCL2, and MYOD1 was performed on cells 24 h after removal
of DOX (Fig. 1D,E). Antibodies against the FLAG moiety were
used for ASCL2 and MYOD1 ChIP; however, for ASCL1, the
FLAG is not efficiently detected (Nishiyama et al. 2009), necessitat-
ing the use of antibodies directed against ASCL1. ASCL1, ASCL2,
and MYOD1 were each found to bind a few thousand sites ge-

nome-wide (Fig. 2A; Supplemental Table S1). Strong enrichment
was detected near previously identified targets of bHLH function,
including binding sites near Notch pathway genes Dll1, Dll3, and
Hes6 (Fig. 2B). Some sites, such as a site ∼1 kb upstream of theHes6
locus, show clear evidence of shared binding by these factors.
Crucially, not all sites are bound by all factors, and many sites
showing strong enrichment for a single factor show no enrich-
ment for the others. Sites such as those located near Dll3 show
no enrichment for MYOD1, but are bound by both ASCL1 and
ASCL2. Dll1 features two binding sites: one located upstream of
the TSS that is bound by both ASCL1 and ASCL2, but not
MYOD1; andone located in the fourth intron that is bound robust-
ly by MYOD1, but shows little enrichment for ASCL1. Notably,
expression of these, and other known targets, is detected at 24 h
by RNA-seq, suggesting that the binding observed for these
factors is sufficient for gene regulatory activity (Supplemental
Table S2). A second independent experiment validated the finding
that ASCL1, ASCL2, and MYOD1 retain distinct genomic binding
sites even when assayed in a common cell context (Supplemental
Fig. S1).

Genome-wide, 625 sites were bound by all three factors, re-
flecting their shared recognition for a CAGSTG Ebox. However,
>50% of the sites bound by each factor are factor specific (Fig.
2C; Supplemental Table S1). Comparison of the binding sites re-
veals no difference in distribution with respect to genic features
such as transcription start site or introns, and all three factors
show similar preference for distal enhancer regions, as previously
described (Supplemental Fig. S2). This demonstrates that ASCL1,
ASCL2, and MYOD1 maintain distinct patterns of binding even
when compared in a common cell type with the same chromatin
landscape and cellular components. Genome browser tracks for
additional examples for shared binding sites (i.e., Fgfr1op/Ccr6),
and distinct binding sites (i.e., Gli2, Dclre1a/Nhlrc2, Mef2d,
Smarcd3/Chpf2) are shown (Fig. 2D). Examples such as these dem-
onstrate that overall, ASCL1, ASCL2, and MYOD1 do not simply
bind the same set of sites when assayed in a common cellular con-
text. As ChIP-seq data from all three cell lines reveal robust enrich-
ment for specific binding sites, and many peaks are clearly absent
from one or more data sets, these differences cannot be attributed
to differences in sequencing depth or technical bias and represent
clear, veritable distinction between the factors tested. Thus, the
distinct pattern of binding observed in differentiated cell or tissue
types is not simply due to differential chromatin accessibility. This
finding is particularly striking for ASCL1 and ASCL2, which have
virtually identical bHLH domains (Fig. 1).

bHLH factors ASCL1, ASCL2, and MYOD1 preferentially

bind similar motifs

The mouse genome contains approximately 14 million Ebox
(CANNTG) sites genome-wide. These features have long been
identified as the preferred DNA binding motifs for bHLH factors
(Ephrussi et al. 1985; Murre et al. 1989), which bind to the major
groove of DNA as homodimeric or heterodimeric complexes
(Ferré-D’Amaré et al. 1993; Ellenberger et al. 1994; Ma et al.
1994). The in vivo motif preferences of ASCL1, ASCL2, and
MYOD1 are similar when compared in their respective lineages
such as neural tube, T-helper cell, and myoblast (Fig. 3A; Cao
et al. 2010; Castro et al. 2011; Liu et al. 2014). To test whether
the specificity observed in ESCsmight reveal additionalmotif pref-
erence in the form of primary (Ebox), we performed de novomotif
analysis to identify the preferred motif of each factor (Heinz et al.
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2010). We targeted our analysis to the 50 bp surrounding the peak
apex. This analysis identified a strong Ebox motif, as expected for
class II bHLH factors (Fig. 3A).

To compare Ebox selectivity, we determined the distribution
of each possible permutation of the canonical Ebox, relative to the
peak centers identified fromChIP-seq for each factor. This compar-
ison supports the findings from de novomotif analysis and reveals
strong enrichment for featuresmatching aCAGSTGmotif near the
peak centers (Fig. 3B, red and blue), as well as modest enrichment
forGA/TC core dinucleotide Eboxes (Fig. 3B, green). This is in strik-
ing contrast to other Ebox permutations, which show no enrich-
ment across the interval surrounding the peaks identified. The
genomic incidence of each permutation suggests that Ebox motif
preference is not dictated by the abundance of each motif
(Supplemental Fig. S3). Thus, even in pluripotent ESCs lacking lin-
eage-restricted chromatin features or lineage-specific cellular prop-
erties, ASCL1, ASCL2, and MYOD1 preferentially bind the same
Ebox motif, CAGSTG.

In addition to comparison of the canonical hexameric Ebox
sequence identified, we tested whether an expanded motif pro-
vides additional binding site specificity. This analysis revealed
the presence of additional enriched nodes in the position-
weight-matrix (PWM) adjacent to the Ebox. ASCL1/ASCL2-pre-
ferred motifs show enrichment for an adjacent guanine nucleo-
tide, compared to MYOD1, which shows enrichment for an
adenine residue at this position. To explore whether the ob-
served binding specificity was due to the presence of these addi-
tional flanking nucleotides, we compared their distribution at
binding sites identified for each bHLH factor (Fig. 3C). Sites
bound by ASCL1 or ASCL2 demonstrate greater association
with GCAGSTG motifs, whereas sites bound by MYOD1 are
equally likely to associate with motifs with a flanking adenosine,
ACAGSTG. This result holds even after deconvolution to force
flanking site analysis for a single orientation of the site by com-
paring the distribution of each permutation of flanking motifs
(Supplemental Fig. S4). Motifs featuring these additional

A
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B

D E

Figure 1. ASCL1, ASCL2, and MYOD1 are related class II bHLH transcription factors. Class II bHLH factors heterodimerize with class I bHLH factors and
selectively bind CANNTG Eboxes in vitro (Johnson et al. 1992; Murre et al. 1994). (A) Illustration showing conserved basic helix-loop-helix structural do-
mainsmodeled on theNEUROD1:E47 crystal structure (Longo et al. 2008). Colored bar shows defined domains and corresponds to the colors on the struc-
ture. (B) Comparison of the amino acid sequence of ASCL1, ASCL2, andMYOD1 bHLH domains. The colors represent distinctions within the bHLH domain
unique to only one of the proteins compared. (C) Illustration showing the concept tested in this study. Previouswork shows that ASCL1 andMYOD1bind to
distinct sites in the lineages where they are expressed, neural and muscle, respectively; however, they recognize the same CAGSTGmotif. We ask whether
theywill bind the same sites or distinct sites when presented with the same chromatin landscape. (D) Diagram of the transgene present in the ESC lines that
express a single bHLH factor when cultured in the absence of doxycycline (DOX) (Gossen and Bujard 1992; Guturu et al. 2013). (E) RNA-seq RPKM values
from ESCs before and after induction of the individual bHLH factors (Supplemental Table S2). The mean fold change across replicates is shown for each.
mRNA levels for an endogenous TF in ESCs, Sox2, are shown for comparison.
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flanking nucleotides are overrepresented by 25%–30% at the
binding sites of these factors (Fig. 3C). Thus, the flanking nucle-
otide appears to influence binding specificity and may represent
an important mechanism in site selection in some contexts.
Nevertheless, the differences observed cannot be solely attribut-
ed to these flanking motifs, as ∼65% of the differential binding
occurs at sites lacking such flanking nucleotide positions, and

sites featuring such positions are pre-
sent in shared as well as private sites.

Secondary cofactor motifs are not

a primary contributor to the distinct

genomic binding

Another possible mechanism for selec-
tive and differential binding would be
through factor-co-factor interactionspro-
viding additional specificity through the
presence of secondary motifs proximal
to the primary Ebox motif. To test this
possibility, de novo motif discovery was
again performed with a broader window
(150 bp) for motif analysis to allow for
identification of motifs neighboring the
primary Ebox binding motif located at
the apex of the ChIP-seq peaks (Fig. 3D;
Supplemental Fig. S5). A homeobox mo-
tif resembling that bound by a PBX factor
was enriched in MYOD1-bound sites
(7%). PBX and SWI/SNF complexes are
well-known components of MYOD1 reg-
ulatory function in the muscle lineage,
including at important myogenic genes
(de la Serna et al. 2001, 2005; Berkes
et al. 2004). Pbx2 and Pbx3 are present
in theESCs, and thus,may facilitate selec-
tive binding by MYOD1 at sites not
bound by ASCL1 or ASCL2. However,
these sites are numerically insufficient
(7%) to be a primary determinant of dif-
ferential binding. Similarly, secondary
motifs identified in the ASCL1 or ASCL2
ChIP-seq data, SOX and OSR factors,
were found in <3% of sites. Thus, al-
though cofactors may play a major role
in specific binding of bHLH factors in dif-
ferentiated tissues, the rarity of thesemo-
tifs near bHLH bound sites in the ESCs
suggests cofactors are not the primary
mechanism for the differential binding
detected in this paradigm.

ASCL1, ASCL2, and MYOD1 bind open

and closed chromatin and satisfy

multiple criteria as pioneering

transcription factors

TFs are one component of the regulatory
schema underlying lineage specification.
However, TF binding has long been ob-
served to be highly restricted, and all
known TFs have been observed to bind

only a small subset of the total set ofmotifs present in the genome.
Thus, TF binding is itself regulated bymechanisms other than sim-
ple motif recognition. The specific mechanisms underlying selec-
tion of appropriate binding sites from the many potential motif
loci remains incompletely understood. One previously identified
mechanism of lineage-specific transcriptional regulation is the in-
fluence of higher-order chromatin structure on binding site

A
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B

Figure 2. Tissue-specific bHLH factors maintain distinct binding in the ESC genome revealing intrinsic
binding specificity properties. (A) Heatmap of ChIP-seq data sets from ESCs at 24 h post-induction of
bHLH expression. Each column shows the ChIP-seq signal for the factor indicated. Each row indicates
a single interval ±3 kb centered on the peak apex, with the ChIP-seq signal indicated by color density.
Colored circles indicate which ChIP-seq data set(s) identified a significant peak. (B,D) UCSC Genome
Browser tracks comparing bHLH ChIP-seq enrichment near known targets including the Notch pathway
genes Hes6,Dll3, andDll1 (B), and novel targets (D) with either shared or private peaks. Each track shown
represents ChIP-seq data from the indicated bHLH factor, normalized to 10 million reads and aligned to
the mm10 genome. Track scale represents the number of reads at a given position. (C) Proportional area
diagram of bHLH binding sites shown in the heatmap (A) with numbers representing distinct peaks iden-
tified in each subset. Peaks were considered overlapping if the peak apex was within 150 bp.
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Figure 3. ASCL1, ASCL2, and MYOD1 bind similar motifs. (A) Comparison of primary Ebox motifs identified by de novo motif discovery in ChIP-seq
for ASCL1, ASCL2, and MYOD1 from differentiated tissues, as indicated, and the ESCs with the ectopic factors using a 50 bp interval centered on the
peak apex. Comparative motifs in differentiated cell types were generated from previously published data sets for ASCL1 (Borromeo et al. 2014), ASCL2
(Liu et al. 2014), and MYOD1 (Cao et al. 2010). Numbers reflect the P-value significance of the specified motif, the percent incidence of the specific
motif shown in ChIP-seq peak regions, and the percent incidence in a normalized random background set. (B,C ) Frequency and distribution of Ebox
motifs (B), or expanded Eboxes (C ), across a 1-kb interval surrounding peak centers. Each colored plot represents the rate of Ebox occurrence for one
Ebox permutation as indicated. (D) Frequency and distribution of primary and secondary motifs identified by de novo motif discovery within a 1-kb
interval centered on peak apex from ASCL1 and MYOD1 binding sites. Text indicates the motif specified and the factor family predicted to bind
the motif.
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accessibility, wherein nucleosomalDNA is rendered inaccessible to
transcription factor binding (Vierstra et al. 2014).

One possible distinction inASCL1, ASCL2, andMYOD1bind-
ing preference could be differential ability to bind inaccessible
(closed) sites within the chromatin landscape. The ability to
bind inaccessible chromatin is known as “pioneering,” and dis-
tinctions in pioneering capability were previously described for
the archetypical pioneering TFs of the FOXA and GATA families
(Gualdi et al. 1996). Such distinctions were further observed by
ChIP-seq between different classes of TFs (Cirillo et al. 2002;
Soufi et al. 2012) and suggested for class II bHLHs (Wapinski et
al. 2013; Soufi et al. 2015). The pioneering ability of ASCL1 was
suggested as a mechanism for the distinct binding and activity of
the master regulators ASCL1 and MYOD1, based on structural dif-
ferences in the bHLH domains of these factors (Soufi et al. 2015).
To test the possibility that a differential ability to bind closed
chromatin might provide a primary mechanism underlying the
distinct binding observed for these factors, we compared global
chromatin accessibility in ESCs at ASCL1, ASCL2, and MYOD1
binding sites using ATAC-seq, a method for characterizing the dis-
tribution of open chromatin genome-wide (Buenrostro et al. 2013,
2015). Comparison of ATAC-seq signal in the three engineered
ESC lines shows similar distribution of open chromatin prior to
bHLH induction (Supplemental Fig. S6). Consistent with previous
findings demonstrating that ASCL1 exhibits pioneering binding
activity in fibroblasts (Wapinski et al. 2013), both ASCL1 and its
closely related factor, ASCL2, bind ATAC-seq defined inaccessible
(closed) and accessible (open) chromatin (Fig. 4A). However, in
contrast to what was modeled for MYOD1 in Soufi et al. (2015),
MYOD1 also binds both closed and open chromatin in this assay
and does so to a similar extent as ASCL1 (Fig. 4A). ASCL2 also binds
both closed and open chromatin, but the aggregate accessibility of
ASCL2 binding sites appears higher compared to the other two fac-
tors (Fig. 4A; Supplemental Fig. S6). Comparison of these data to
previously published genome-wide MNase-seq from ESCs (GEO
accession number GSE58101) (Carone et al. 2014) supports the
ability of these factors to bind closed chromatin. Similar to what
was seen in the ATAC-seq, ASCL2 does this to a lesser extent
than ASCL1 and MYOD1 (Supplemental Fig. S7; Carone et al.
2014). Thus, by these criteria, ASCL1 andMYOD1 appear to exhib-
it similar chromatin binding properties. However, more stringent
criteria for pioneering activity, such as nucleosomal binding
with nucleosome positioning assays, would be necessary to define
these factors as pioneer factors.

Transactivation activity of the class II bHLH factors has long
been observed (Lassar et al. 1986; Davis et al. 1987; Johnson
et al. 1990, 1992; Weintraub et al. 1990; Guillemot et al. 1993,
1994), but the exact mechanisms mediating the progression
from binding to transcriptional regulation remain unclear. To
test whether bHLH binding might lead to changes in chromatin
accessibility in cis, facilitating binding of transcriptional machin-
ery, we compared the chromatin accessibility (by ATAC-seq) at
bHLH binding sites in both uninduced ESCs and at 24 h post-in-
duction of each bHLH factor. We also performed ChIP-seq for
H3K27ac to assess if the bHLH TFs initiate changes in this active
enhancer mark. Both ATAC-seq and H3K27ac ChIP-seq showed a
significant aggregate increase in signal at bHLH bound sites (Fig.
4B; Supplemental Fig. S8). Both of these properties support the
characterization of these bHLH factors as pioneer TFs (Gualdi
et al. 1996; Cirillo et al. 2002; Soufi et al. 2012). However, not all
bHLH binding sites were associated with increases in open chro-
matin and the active enhancer mark. To compare the degree to

which bHLH factor binding is associated with these local increases
or decreases, we directly compared the ASCL1 ChIP-seq signal on
intervals surrounding these regions in accessible chromatin as as-
sessed byATAC-seq (Fig. 4C). Sites showing increases in local acces-
sibility were more closely associated with ChIP enrichment for
bHLH factors than those showing a decrease, further supporting
a role for these factors in the regulation of chromatin structure.

To test whether chromatin accessibility might reveal distinct
characteristics suggesting amechanism for the distinct binding ob-
served for each bHLH factor, we performedmotif analysis at the re-
gions bound by each factor found within open versus closed
chromatin. We ranked the binding sites identified for each factor
based on the mean ATAC-seq signal surrounding the peak apex
in uninduced ESCs. We then performed de novo motif discovery
on the upper and lower quartile of these peaks. This approach re-
vealed anunexpecteddistinction inmotif distribution,with closed
sites enriched for CAGGTGEboxes, andmore open sites showing a
greater association with CAGCTG Eboxes (Fig. 4D). A distinction
in motif preference between nucleosome-occupied and nucleo-
some-depleted sites was previously reported for MYC (Soufi et al.
2015). Sites undergoing an increase in chromatin accessibility
after bHLH induction were more associated with CAGGTG
motifs, similar to findings in Fong et al. (2012) (Supplemental
Fig. S9). Although Ebox motifs were enriched at these dynamic
sites, no secondarymotifs were identified as significantly enriched
(Supplemental Fig. S9).

Histone modification signatures at ASCL1-, ASCL2-,

and MYOD1-bound sites are similar

In addition to nucleosomal occupancy, post-translational modifi-
cations of the histone octamer were observed, and demonstrated
to both correlate with transcriptional regulation and consistently
vary between cells of distinct lineages (The ENCODE Project
Consortium et al. 2012; Kundaje et al. 2012; Wang et al. 2012).
Such patterns suggest that a “histone code” is also an integral com-
ponent of the mechanisms defining lineage specification and
cell fate. Thus, another potential mechanism to guide the bHLH
factors to distinct sites would be if they bind specific histonemod-
ifications. Such a model has been proposed for ASCL1 in the con-
text of a fibroblast-to-neuron transdifferentiation assay, wherein a
conflicting trivalent signature of active marks H3K4me1 and
H3K27ac, along with the repressive mark H3K9me3, were found
to be predictive of bHLH binding (Wapinski et al. 2013). To test
whether these or other histone decoration signatures might pro-
vide a mechanism for differential binding, we compared the geno-
mic distribution of multiple modifications to the binding sites
identified for these factors. Using 28 distinct chromatin features
obtained from published ChIP-seq data sets, and our H3K27ac
ChIP-seq and ATAC-seq, we performed undirected hiddenMarkov
modeling to define chromatin states genome-wide (Fig. 5A; Sup-
plemental Table S3). These states were then used to compare the
chromatin features present at bHLH binding sites identified from
the ESCs when each bHLH TF was induced (Fig. 5B).

Hidden Markov model analysis with this set of 28 chromatin
features at the ASCL1-, ASCL2-, and MYOD1-bound sites reveals
that the bound sites for each bHLH are similarly enriched formark-
ers of active enhancers and promoters, characterized by H3K9ac,
and H3K27ac, and H3K4me1 (enhancers and promoters), or
H3K4me3 (promoters) (Creyghton et al. 2010). Sites associated
with these marks are also enriched for open chromatin as
measured by ATAC-seq, further supporting this definition. In
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Figure 4. ASCL1, ASCL2, and MYOD1 bind open and closed chromatin and satisfy multiple criteria for pioneering transcription factors. (A) Heatmap of
ChIP-seq and ATAC-seq from ESCs. Each plot compares the total set of binding sites identified for the factor indicated and shows the ChIP-seq (left) and
ATAC-seq (right) signal for each peak region in a 6-kb interval centered on the peak apex. Rows are ordered based on the ATAC-seq signal. Dashed red line
approximates the upper and lower quartiles used to define “open” versus “closed” binding sites. (B) Histogram of mean bHLH binding and chromatin
accessibility (left) and H3K27ac enrichment (right) at binding sites identified by ChIP-seq for each factor. For each, the bHLH ChIP-seq signal (blue, left
axis) is enriched at the peak center. At these sites, there is an increase in ATAC-seq and H3K27ac signal post bHLH induction (green versus red, right
axis). (C) Heatmap of ASCL1 ChIP-seq and the ATAC-seq signal for regions showing a significant increase (left) or decrease (right) in chromatin accessibility
upon ASCL1 induction. Each row represents a single peak interval with ASCL1 ChIP-seq (left), ATAC-seq from uninduced control ESCs (The ENCODE Project
Consortium et al. 2007), or ESCs post-induction (right). (D) Frequency and distribution of Ebox motif distribution at bHLH binding sites identified in nu-
cleosome-occupied (left) and nucleosome-depleted (right) chromatin. Each plot shows the frequency and distribution of a single Ebox permutation across
the intervals surrounding the peak apex for the transcription factor, as shown. Motif shown represents the most significantly enriched de novo motif as
compared to sequence-normalized background regions.
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contrast to ASCL1-bound sites in mouse fibroblasts, no enrich-
ment for H3K9me3 was detected in ASCL1-bound sites in ESCs.
Additionally, no mark, or combination of marks, demonstrates
clear bHLH factor-specific association even when assessed in the
total subset and open/closed subsets of sites bound by the three
bHLH factors (Fig. 5C). As such, differential preference for the his-
tone modifications included in this analysis does not appear to be
a primary factor in binding site selection and specificity in ESCs,
suggesting that the mechanism supporting their distinct binding
and function lies elsewhere.

There was, however, a distinction noted between open and
closed binding sites. Open sites closely mirrored the overall pat-
tern of state enrichments for these factors. In contrast, closed
sites did not demonstrate enrichment of specific states, and par-
tially resembled the randomized control set (Fig. 5C). To test
whether these results were unique to this set of bHLH factors
when ectopically expressed in ESCs, we performed similar analy-
sis on sites bound by the neural class II bHLH factor, NEUROD1,
and other TF classes including SOX17 and GATA4. In each case,
when these TFs were ectopically expressed in ESCs, they also

A

C

D

B

Figure 5. ASCL1, ASCL2, and MYOD1 bind similar chromatin states enriched with active features. (A) Chromatin states (Ernst and Kellis 2012) identified
by hidden Markov modeling of chromatin features identified by ChIP-seq and ATAC-seq in ESCs from published data sets and data generated in this study.
The strength of the state associationwith each chromatin feature (columns) is indicated by increasing color intensity. States indicated in red represent those
highlighted in text. (B–D) State enrichment diagrams of genomic sites identified by random CAGSTG Ebox sites and ASCL1, ASCL2, andMYOD1 ChIP-seq
(B), by bHLH ChIP-seq binned into those sites in open versus closed chromatin from Figure 4A (C), and by additional TF binding sites for comparison (D).
Each plot represents the degree of association of the sites (color intensity) versus the states indicated in A in the 4-kb interval centered on the ChIP-seq peak
apex. See Methods for a list of GEO accession numbers for all data sets used.
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show binding to chromatin with a similar histone modification
signature as ASCL1, ASCL2, and MYOD1, and the distinction be-
tween open and closed chromatin is detected (Fig. 5D). These re-
sults demonstrate that the ESC chromatin environment at
ASCL1, ASCL2, and MYOD1 binding sites is not directing fac-
tor-specific binding, but rather the chromatin environment is
characteristic for TF binding in general.

ASCL1, ASCL2, and MYOD1 bind a novel pattern of DNA motifs

identified specifically in closed chromatin

The ability of bHLH factors to bind both accessible and inaccessi-
ble chromatin regions suggests that these factors either do not dis-
tinguish between disparate chromatin states, or that specific
features of these binding sites may facilitate or allow their binding
and function. Comparison of the de novo bindingmotifs between
open and closed chromatin suggests that the number and distribu-
tion of these motifs may be distinct between these chromatin
states (Fig. 4D; Supplemental Table S4). To uncover novel features

in motif distribution, we compared Ebox distribution at the bHLH
bound genomic intervals identified by ChIP-seq that fell within
open versus closed chromatin using an in-house software pipeline
(Fig. 6A; Supplemental Table S5; Supplemental Methods). A strik-
ing pattern in Ebox distribution was revealed specifically in closed
chromatin that was not detected in open chromatin. This Ebox
pattern in closed chromatin has two notable features. First,
bHLH binding sites located in closed chromatin have an overall
higher number of Eboxes present relative to that seen in open
chromatin (three- to fourfold difference) (Fig. 6B). bHLH bound
sites in open chromatin often have only a single, centrally located
Ebox at the peak center (Fig. 6C).What is striking, however, is that
the Ebox distribution in the closed chromatin reveals the presence
of spatially reiterated patterns of Ebox distribution, roughly 10–15
bp apart, in peaks associated with closed chromatin; this spacing is
equivalent to 1–1.5 turns of the DNA helix (Fig. 6A). Such patterns
of Ebox spacing is detected in 40%–60% of closed binding sites for
ASCL1, ASCL2, and MYOD1, but not in peaks associated with re-
gions of open chromatin (Fig. 6D).

A

B C D

Figure 6. Unique stereotypical patterning of Eboxmotifs in ASCL1-, ASCL2-, andMYOD1-bound sites specifically in closed chromatin. (A) Heatmap com-
parison of CAGSTG Ebox motifs identified in the upper and lower quartile of binding sites identified by ChIP-seq for each factor, as indicated, reflecting the
same peaks as shown in Figure 4A. NEUROD1 quartiles were determined based on chromatin accessibility in uninduced ESCs, as assayed by ATAC-seq. Plots
reflect cluster analysis of the distribution of each motif, with peak coordinates computationally centered on the CAGSTG Ebox motif closest to the peak
apex, within ±25 bp of peak apex, and visualized across 300 bp, centered on the motif specified. Peak intervals lacking a CAGSTGmotif within this interval
are not shown in this comparison. (B) The average number of CAGSTG Eboxmotifs per peak (within 300 bp) around bHLH bound regions identified in open
(O) chromatin or closed (C) as determined by ATAC-seq on uninduced ESCs. (C ) The percentage of total bHLH bound regions featuring a single Eboxmotif
in chromatin defined as open versus closed. (D) Number of peaks featuring the spatially patterned CAGSTG Ebox motifs as shown in A, demonstrating that
this feature is restricted to closed chromatin and is not a feature of all class II bHLH TF.
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The patterned Ebox features are similarly found in ASCL1-,
ASCL2-, and MYOD1-bound closed chromatin. To determine if
these features are specific to the class II bHLH TFs or generally rep-
resent a property of TF binding to closed chromatin, we analyzed
additional TF ChIP-seq data sets in which the TFs were also ectop-
ically expressed in ESCs or were constitutively present. In ESCs
with ectopically induced NEUROD1, another neurogenic class II
bHLH TF, there were fewer Eboxes in its bound sites relative to
that seen for ASCL1, ASCL2 and MYOD1, and no evidence of
the reiterated Ebox patterning in open or closed chromatinwas de-
tected (Fig. 6A–D). Thus, this property of ASCL1, ASCL2, and
MYOD1 binding in closed chromatin defines a distinct subclass
of class II bHLH TFs.We analyzed ChIP-seq data from other classes
of TFs induced in ESCs including SOX17, GATA4, and FOXA2, and
found no evidence for patternedmotifs in open or closed chroma-
tin. TFs constitutively present in ESCs, including TCF12 (Brookes
et al. 2012), a class I bHLH, and SOX2 also do not show this pat-
terned distribution of motifs at their bound intervals (Supplemen-
tal Fig. S10). Taken together, the presence of increased numbers of
Eboxes and the stereotypical patterning of thesemotifs in ASCL1-,
ASCL2-, and MYOD1-bound sites in closed chromatin are unique
features specific to this subclass of TF regulators.

Discussion

Class II bHLH factors maintain distinct binding in a common

chromatin landscape

The ability of class II bHLH TFs to establish andmaintain appropri-
ate cell lineages is dependent on their ability to regulate gene ex-
pression, which is a function of their ability to recognize their
cognate binding sites within the genome. In this study, we tested
the ability of ASCL1, ASCL2, and MYOD1 to identify and bind to
distinct genomic loci when ectopically expressed in ESCs, which
lack the lineage-specific chromatin features and gene expression
of their respective cell lineages. We demonstrated that these fac-
tors maintain distinct binding in this reduced system, and thus
possess intrinsic specificity in binding that exists beyond their en-
dogenous cellular environments.

We explored whether we could attribute the intrinsic binding
specificity between these factors to differences in DNA motif spe-
cificity, cofactor interactions, or other chromatin features. The
bound sites are enriched for Eboxes resembling those previously
reported for these factors in differentiated tissues and in vitro
(CAGSTG) (Blackwell and Weintraub 1990; Cao et al. 2010;
Castro et al. 2011; Liu et al. 2014). There is additional specificity
between the ASCL factors and MYOD1 conferred by the Ebox
flanking nucleotide; ASCL factors prefer GCAGSTG and MYOD1
has a preference for ACAGSTG. Although this feature has the great-
est impact on the differential binding, it can account for only a
third of the private sites between MYOD1 and ASCL2. The
MYOD1/ASCL2 comparison is particularly key given the technical
advantage of using the anti-FLAG antibodies to determine binding
by ChIP. The Ebox flanking nucleotide provides no distinction be-
tween ASCL1 and ASCL2 as both are enriched for GCAGSTG.

Factor-specific secondary motifs were identified that point to
PBX-like factors as influencing MYOD1 binding in the ESCs. PBX
factors are components ofMYOD1 regulatory function in themus-
cle lineage (de la Serna et al. 2001, 2005; Berkes et al. 2004), and
Pbx2 and Pbx3 mRNA are present in undifferentiated ESCs. The
contribution of this cofactor motif, however, only accounts for
<10% of the MYOD1 private sites. Cofactor motifs for the ASCL

factors such as SOX and OSR are present in <3% of sites and thus
are predicted to contribute even less to ASCL1 and ASCL2 differen-
tial binding. Thus, a combinatorial model of factor–cofactor bind-
ing is likely too simplistic to adequately describe the distinct
binding activity of these factors. However, this analysis does not
rule out a role for regulatory cofactors, as such factors may not
function through motif-specific DNA interactions. Examples in-
clude the Id (Inhibition of Binding) family that possesses an HLH
domain and can interact with MYOD1 but not TAL1, another
bHLH, to repress its activity (Langlands et al. 1997).

Chromatin features such as accessibility and histone modifi-
cations also contribute little to the differential binding of ASCL1,
ASCL2, andMYOD1. All three factors can access closed chromatin,
although in aggregate ASCL2 sites, they have higher accessibility
based on ATAC-seq and MNase-seq than the other two factors.
Comparing MYOD1 and ASCL2 specifically, this difference could
contribute up to∼20%of the differential binding. Thus, even com-
bining contributions fromDNAmotif specificity, cofactor interac-
tions, and ability to bind closed chromatin, we can account for
only 50%–60% of the differential binding between MYOD1 and
ASCL2. Additional mechanisms, still to be discovered, are needed
to explain the differential binding and function of these important
lineage-specifying transcription factors.

Class II bHLH factors are pioneering factors and chromatin

interactors

Although transcription factors are largely characterized based on
their ability to recognize and interact with specific DNA binding
motifs against the broader context of the genome, it has long
been understood that both broad and local epigenetic features
are an integral component of gene regulation. Key among these
is chromatin accessibility, which is known to affect genomic en-
gagement and transcriptional regulation by transcription factors
(Gross and Garrard 1988; Clark et al. 1993; Merika and Orkin
1993; Gerber et al. 1997). A subset of factors, known as “pioneer”
factors, possesses the ability to engage the genome despite appar-
ently unfavorable access to the DNA helix (Zaret and Carroll
2011). This ability has been suggested as a crucial mechanism in
cellular reprogramming assays. However, of the four canonical re-
programming factors, only POU5F1, SOX2, andKLF4 but notMYC
have demonstrated this ability, suggesting that differential pio-
neering activity represents a potential mechanism defining tran-
scription factor function (Soufi et al. 2012).

Recently, the binding of ASCL1 has been characterized in a fi-
broblast-to-neuron reprogramming assay and found to bind to in-
accessible chromatin (Wapinski et al. 2013). MYOD1, however,
was predicted to have diminished, or absent pioneering activity,
based on structural modeling of its bHLH domain (Soufi et al.
2015). Here, we demonstrate that despite the fact that ASCL1,
ASCL2, and MYOD1 bind to separate sites, they can all access
closed chromatin based on ATAC-seq and MNase-seq. Neverthe-
less, this raises the possibility that the ability to bind closed chro-
matin is a feature of class II bHLH proteins as a class and suggests
that the structural differences present within the bHLH domain
of ASCL1 and MYOD1 are not sufficient to dramatically alter this
ability in the context of ESCs. Because a number of bHLH factors
act as crucial regulators of lineage and cell-fate specification (Mas-
sari andMurre 2000), the ability to access closed chromatinmaybe
central to this capacity, especially with regard to their roles in “re-
programming cocktails” of transcriptional regulators, which can
transition cells to alternative lineages.
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Although the epigenetic landscape is increasingly identified
as important in controlling gene expression, our findings demon-
strate that it is not sufficient to account for the distinct binding,
and thus, specific function of the lineage-specific bHLH TFs. It is
likely the case that favorably bound sites may regulate expression
of genes that facilitate additional TF binding and chromatin mod-
ification. The changes in chromatin accessibility observed upon TF
induction suggest that these factors recruit chromatin remodelers
to their respective binding sites. Given the ability of MYOD1 and
ASCL1 to identify specific binding targets in the lineage-inappro-
priate environment of embryonic fibroblasts (Vierbuchen et al.
2010; Wapinski et al. 2013), it is possible that some previously un-
identified cofactor may be partially responsible for directing these
bHLH factors to the specific sites necessary for lineage-relevant
function in development, disease, and reprogramming. The obser-
vation that binding sites for ASCL1 in ESCs are not characterized
by the same epigenetic profile as those identified in differentiated
cell types, i.e., H3K27ac, H3K4me1, andH3K9me3 (Wapinski et al.
2013), could suggest that the binding of these factors is governed
by alternative rules in different cellular contexts. More likely, how-
ever, is the possibility that the pluripotent ESCs lack some of the
repressive elements of a differentiated cell type that are present
for stable repression of lineage-inappropriate gene targets. If
bHLH factors exhibit preference for specific loci, the bound sites
likely feature different, lineage-dependent epigenetic states.

One surprising feature identified in the bHLH bound regions
was a clear distinction in motif density and distribution in open
versus closed chromatin. This property is specific to the ASCL1,
ASCL2, and MYOD1 subset of class II bHLH factors and does not
extend to the other bHLH factors NEUROD1 or TCF12. The canon-
icalmodel of bHLH function is predicated on a single dimeric com-
plex interacting with a single Ebox motif. An increase in Ebox
motif density may provide a means by which transcription factors
can access closed DNA, via increased recruitment due to the pres-
ence of multiple Eboxes. The striking spacing of the Eboxes iden-
tified suggests helical patterning, which may be of particular
significance when viewed in the quaternary complex of an intact
nucleosome. This suggests that a series of Ebox motifs may be ac-
cessible on the surface of a nucleosome, potentially serving as a
beacon for bHLH binding, or as a pathfinder, directing bHLH fac-
tors to a specific binding site necessary for enhancer function.
Additionally, although the results of our de novo motif discovery
are not suggestive of bHLH-cofactor interactions as a primary
driver of factor-specific binding, the presence of multiple Eboxes
on adjacent helical turns may be evidence of tetrameric bHLH:
bHLH complexes, as recently shown for the TWIST family of tran-
scription factors (Chang et al. 2015).

In summary, ASCL1, ASCL2, and MYOD1 bind to distinct
sites and direct lineage-specific transcriptional programs in their
respective tissues. Here, we demonstrated that these factors main-
tain distinct bindingwhen ectopically expressed in undifferentiat-
ed cells, a property that cannot be fully explained by dependence
on distinct motifs. They possess intrinsic specificity that goes
beyond simply binding their specific Ebox motif in accessible ge-
nomic sites. These results suggest that additional regulatory com-
plexity is needed to direct bHLH transcription factor binding
selectivity. Indeed, the extent of factor-specific binding suggests
that these factors can identify their many cognate binding sites
evenwhen the loci are present in closed chromatin. DNA sequence
at the bHLHbound sites has not identified cofactors thatwould ex-
plain distinctions in binding specificity. However, this does not
preclude the possibility that cofactors influence the binding of

these factors. Additional mechanisms must be explored going for-
ward, including factor-specific interactions with distinct bHLH
complex binding partners (such as E-proteins), with non-DNA
binding proteins, and/or with noncoding RNA (ncRNA). The role
of an ncRNA as a site selective cofactor was previously demonstrat-
ed (Zhao et al. 2008), and ncRNAs are known to interact with
MYOD1 in skeletal muscles (Yu et al. 2017). Future efforts to un-
cover cofactors, whether protein or ncRNA, that modulate specif-
icity of the class-related bHLH factors are necessary.

Methods

Cell culture

Murine ESCs engineered to express a specific TF upon removal of
DOX from the growth media were generated by Dr. M. Ko at the
National Institute of Aging and are available from the Coriell
Institute for Medical Research (Nishiyama et al. 2009). Cells were
grown essentially as previously described (Nishiyama et al. 2009)
on Mitomycin-C treated SNLP (puromycin resistant murine em-
bryonic fibroblast feeder cells), passaged every 48 h to fresh plates
and were fibroblast-depleted prior to experiments by serial passage
on gelatinized plates without feeder cells. Induction of TF expres-
sion by removal of DOX was accomplished by three serial washes
in phosphate buffered saline (PBS) every 3 h followed by replace-
ment of themedia with no DOX. Cells were collected 24 h post-in-
duction for all experiments. VENUS fluorescence was used to
confirm induction of transgene prior to harvest.

Chromatin preparation and ChIP-seq

Trypsin-dissociated ESCs (∼107 cells) were washed in ice-cold PBS
and fixed for 10min at 27°C on a benchtop rotator in neutral buff-
er containing 1% formalin. Fixed, whole cells were washed, lysed,
and sonicated in siliconized microfuge tubes in an ice-chilled
Diagenode Bioruptor for a total of 35 min, using a 15:15 sec on/
off cycle. Chromatin immunoprecipitation was performed with
an overnight incubation at 4°C with 5 µg of mouse anti-MASH1
(BD Pharmingen 556604) for ASCL1 ChIP or mouse anti-FLAG
(Sigma-Aldrich F1804) antibody for ASCL2 and MYOD1 ChIP.
The FLAG fusion moiety in ESCs with inducible ASCL1 was not
recognized by FLAG antibodies, so antibodies specific to ASCL1
were used (Nishiyama et al. 2009). BoundDNA fragments were iso-
lated after 4–6h incubation at 4°Cwith 25 µg ProteinGDynabeads
(Life Technologies 10003D). Purified samples were tested for en-
richment of previously identified regions by RT-qPCR. Duplicate
ChIP purified samples were pooled prior to library preparation to
generate a sufficient template for library generation. Samples
were prepared as ChIP libraries using NEB Next library preparation
kit and Illumina multiplexing primers. Samples were sequenced
using an Illumina HiSeq 2500 line.

RNA preparation

RNA was purified from ESCs (107 cells) in parallel with chromatin
preparation using RNA lysis buffer (Zymo Research, R1054). RNA
purification was performed using a small volume column elution
as per the Zymo Research provided protocol, including 15 min
DNase I treatment to remove residual trace DNA prior to column
elution (Zymo Research, R1054). Induction of the TF mRNA was
verified by RT-qPCR prior to RNA-seq.

Assay for transposase-accessible chromatin (ATAC-seq)

ATAC-seq was performed as per Buenrostro et al. (2013, 2015).
All ATAC-seq experiments were performed using 50,000 cells and
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amplified using a Bio-Rad C1000 thermocycler. Nextera sequenc-
ing chemistry was used to allow for demultiplexing of ATAC-seq
libraries.

Bioinformatic and computational analysis

Sequencing data were aligned to the mouse mm10 genome
(GRCm38) (Kent et al. 2002, 2010) using Bowtie 2 v2.2.6
(Langmead et al. 2009). Peak calling and de novo motif discovery
was performed using HOMER (Heinz et al. 2010). Hidden Markov
modeling was performed using ChromHMM v1.12 (Ernst and
Kellis 2012). Motif spacing analysis was performed using an in-
house informatics package. Additional information regarding
analysis software and parameters can be found in Supplemental
Methods.

Use of previously published data sets

All previously published data sets were processed as described for
experiments performed in this study. A compendium of the GEO
accession numbers can be found in Supplemental Methods.

Data access

The sequencing data from this study have been submitted to the
NCBI Gene Expression Omnibus (GEO; https://www.ncbi.nlm.
nih.gov/geo/) under accession number GSE97715.
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