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Adult brain neurons require continual expression of the
schizophrenia-risk gene Tcf4 for structural and functional
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The schizophrenia-risk gene Tcf4 has been widely studied in the context of brain development using mouse models of
haploinsufficiency, in utero knockdown and embryonic deletion. However, Tcf4 continues to be abundantly expressed in adult
brain neurons where its functions remain unknown. Given the importance of Tcf4 in psychiatric diseases, we investigated its role in
adult neurons using cell-specific deletion and genetic tracing in adult animals. Acute loss of Tcf4 in adult excitatory neurons in vivo
caused hyperexcitability and increased dendritic complexity of neurons, effects that were distinct from previously observed effects
in embryonic-deficiency models. Interestingly, transcriptomic analysis of genetically traced adult-deleted FACS-sorted Tcf4-
knockout neurons revealed that Tcf4 targets in adult neurons are distinct from those in the embryonic brain. Meta-analysis of the
adult-deleted neuronal transcriptome from our study with the existing datasets of embryonic Tcf4 deficiencies revealed plasma
membrane and ciliary genes to underlie Tcf4-mediated structure-function regulation specifically in adult neurons. The profound
changes both in the structure and excitability of adult neurons upon acute loss of Tcf4 indicates that proactive regulation of
membrane-related processes underlies the functional and structural integrity of adult neurons. These findings not only provide
insights for the functional relevance of continual expression of a psychiatric disease-risk gene in the adult brain but also identify
previously unappreciated gene networks underpinning mature neuronal regulation during the adult lifespan.
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INTRODUCTION
A large body of literature informs us about the role of transcription
factors (TFs) in neural specification and morphogenesis during brain
development. However, many TFs continue to be expressed in
mature neurons long after neuronal development and throughout
the adult lifespan, although our knowledge about the functions of
these TF in mature neurons remain sparse. Studies in invertebrates
and vertebrates have shown the importance of continual expres-
sion of certain TF in fate maintenance of specific neuronal subtypes
[1–4]. Beyond the steady-state fate-maintenance role, a substantial
body of work has also demonstrated the role of TF-mediated gene
regulation in neuronal activity. Focusing on the immediate early
response genes (IEG), these studies show that the synaptic changes
are communicated to the nucleus to trigger gene regulation that
influence downstream processing for memory formation and
consolidation [5], thereby establishing the significance of gene
regulation in short- and long-term neuronal plasticity. However,
beyond the IEG, very little is known about TFs and their role in
regulating the structure or function of mature neurons in the adult
brain. To this end, we investigated transcription factor 4 (Tcf4)
because of its persistent expression in the adult mammalian brain
throughout the lifespan and noted association with both neurode-
velopmental and psychiatric disorders.

Tcf4 is a basic helix–loop–helix (bHLH) TF implicated in
schizophrenia, autism [6–10] and Pitt–Hopkins syndrome
[11–14]. Multiple studies in the last several years have highlighted
its important role in neuronal development and acquisition of
normal brain architecture [15–20]. However, Tcf4 continues to be
expressed in rodent and human brain throughout the adult
lifespan [19, 21], where its function(s) remain unknown. Since Tcf4
knockout animals are perinatally lethal [22, 23], investigations
regarding the effect of Tcf4 loss in the adult brain has been limited
to studies in Tcf4-heterozygous animal model, which harbour only
one functional allele of Tcf4 throughout the embryonic and
postnatal development in all cells [9, 24]. Notably, recent studies
demonstrate that the expression of Tcf4 in the adult brain is
broad, spanning neurons, astrocytes and oligodendrocytes
[25, 26]. This further highlights the complexity in data interpreta-
tion from embryonic heterozygous or knockout models, wherein
the Tcf4 alteration would be present in all types of cells starting
from when the brain is developing, thereby making it difficult to
tease apart the primary and secondary effects of Tcf4 deletion in
any given cell type and developmental age.
A recent study revealed that Tcf4’s transcriptional activity is in

fact regulated by neuronal activity [27], suggesting a potential
ongoing function for Tcf4-mediated transcriptional regulation in
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brain functions since Tcf4 is continually expressed in the adult
neurons. However, given Tcf4’s wide expression in many cell types
of the adult brain, elucidating its function specifically in adult
neurons require an in vivo system which is not only inducible
(delete Tcf4 only in adult stage, after the full development of the
brain is completed) but also one that is cell-type specific
(conditional), so that Tcf4 could be deleted only in a specific cell
type, for example, only in neurons. There has been only one study
which used a sparse-expressing pan-neuronal Cre line (Slick-V) to
delete Tcf4 in sparse neuronal populations showing a reduction of
dendritic spines [28]. However, this study was limited to only spine
counts, without providing any molecular, electrophysiological or
behavioural insights into Tcf4’s role or specific targets in adult
neurons. To gain deeper functional insights for continual
Tcf4 expression in adult neurons, we used the LoxP-CreERt2
based inducible and conditional deletion system, to delete
Tcf4 specifically in the excitatory neurons in the adult brain using
the CaMK2αCreERt2 Cre driver, and genetically traced the deleted
neurons with fluorescent reporter for molecular analyses in vivo.
Through detailed analyses at the molecular, morphological,
electrophysiological and behavioural level, we demonstrate that
Tcf4 is critically required for normal dendritic structure and
excitability of mature neurons. Finally, through transcriptomic
analyses of FACS-sorted genetically labelled adult-deleted Tcf4-KO
neurons, we identify the unique targets of Tcf4 in adult excitatory
neurons, demonstrating that these are vastly distinct from its
targets in the embryonic brain. The novel targets of Tcf4 in adult
neurons reveal previously unappreciated pathways, such as plasma
membrane and cilium-related processes, to underlie the proper
structure and function of mature neurons during the adult lifespan.

RESULTS
Tcf4 is expressed in excitatory and inhibitory neurons of the
adult brain
Given the wide expression of Tcf4 across the brain parenchyma, in
multiple cell types and across developmental and adult lifespan,
we focused on neuronal populations for an in-depth characterisa-
tion of Tcf4-protein expression in the adult brain parenchyma.

A recent study used dual in situ hybridisation to show mRNA
transcript co-localisation of Tcf4 with vGlut and vGAT expressing
neurons in the prefrontal cortex (PFC), however Tcf4 protein
expression was not confirmed in excitatory neurons [26]. We used
inhibitory and excitatory neuronal markers in different regions of
the adult forebrain and cerebellum to examine Tcf4-protein
expression through immunofluorescence-based co-localisation
studies. As shown in Figs. 1A–D and S1A, B, we observed
prominent Tcf4 expression in both excitatory and inhibitory
neurons of the adult brain cortex, hippocampus, striatum and
cerebellum. Interestingly, we observed that the parvalbumin
positive inhibitory neurons of the dentate gyrus (DG) show higher
Tcf4 expression when compared to the excitatory granule cells
(GC) in the DG (Fig. S1A). However, in the cortex and CA1, Tcf4
protein expression was comparable between the excitatory and
inhibitory neuronal populations (Figs. 1A, B and S1B). While we
found high Tcf4 expression in both excitatory and inhibitory
neurons in the cortex and hippocampus, in the striatum (caudate
putamen), Tcf4 expression was predominantly seen in the
inhibitory neurons (Fig. 1C).
We also characterised Tcf4 protein expression in neurons of the

cerebellum. For this, we used genetic labelling of Purkinje cells (PC)
through a Pcp2-Cre-GFP reporter that is expressed in postnatal PC,
and used cell location and morphology to identify GC in the
cerebellum. Tcf4 immunostaining showed prominent expression of
Tcf4 in the PC as well as in GC (Fig. 1D). Interestingly, we observed
that while majority of Purkinje neurons (Figs. 1D and S1C, filled
arrows) expressed very high levels of Tcf4 protein, some did not
express any Tcf4 (Figs. 1D and S1C, open arrows). This revealed the
potential existence of two types of PC in the adult brain cerebellum
that could be distinguished as TCF4-positive and TCF4-negative
cells. Unlike, the Purkinje neurons, all GC in the adult brain
cerebellum expressed Tcf4 protein (Fig. 1D, dashed-line box).

Tcf4 deletion in adult brain excitatory neurons results in
increased baseline cFos activity
Tcf4’s function has been well investigated during brain develop-
ment, and in conditions of haploinsufficiency (Tcf4-heterozygous
mice). To gain insight into the functional relevance for its

Fig. 1 Tcf4 protein expression in excitatory and inhibitory neurons in adult brain. Representative immunofluorescence images showing
Tcf4 protein expression in the nucleus of excitatory and inhibitory neurons in A cortex, B hippocampus (CA1 region), C striatum (caudate
putamen) and D cerebellum; solid arrow: TCF4+ PC, empty arrow: TCF4− PC; PC Purkinje cells, ML molecular layer, GL granule cell layer
(shown in dash-lined box), representative of 3–5 adult mice. Scale bar= 10 µm.
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continual expression in the mature neurons in the adult brain, we
used LoxP-Cre based inducible and conditional gene deletion in
the excitatory neurons of adult animals, using the CaMK2α-
CreERt2 transgenic line [29]. In addition, to track the Tcf4-deleted
mature neurons, we employed genetic reporting in our inducible-
conditional deletion system by introducing a flox-STOP–flox-EGFP
cassette driven by Rosa26 locus, which enabled indelible marking
of cells in which Cre was induced upon tamoxifen treatment. This
allowed us to detect the Cre-recombined cells in the WT and KO
brains because of EGFP expression due to CreERt2 induction.
After confirming CaMK2αCreERt2 induction in mature neurons

detected by GFP expression, we first analysed baseline cFos
expression, a widely used molecular indicator of neuronal activity
[30], for the GFP-positive (GFP+) and GFP-negative (GFP−) cells in
WT (tamoxifen-treated CaMK2αCreERt2; stop-flox-EGFP; Tcf4+/+)
animals. Interestingly, we observed that the baseline cFos
expression of GFP+ (i.e., CaMK2α+) and GFP− (i.e., CaMK2α−)
CA1 neurons in the WT brain was different: the GFP− CA1 neurons
were more frequently cFos positive when compared to the GFP+
CA1 neurons (Figs. 2A, C, upper panel, S2A, H). This suggests that
CA1 neurons can be distinguished as two populations with
different baseline activity. The GFP+/CaMK2α+ based distinction
of baseline activity also held true for granule neurons of the DG in
WT brains, wherein the GFP− cells were more frequently cFos+
than the GFP+ GC (Figs. 2B and S2B).
Next, we examined the functional relevance of Tcf4 expression in

CaMK2α+ mature excitatory neurons by inducing Tcf4 deletion in
these neurons in the adult mice. For this, we used a Tcf4-flox mouse
line used previously [31, 32]. In this Tcf4-flox line [31], the bHLH
domain of the Tcf4 locus is flanked by the LoxP sites, as depicted in
the schematic (Fig. S2C). This leads to functional deletion of Tcf4
upon Cre-mediated recombination, since TCF4 requires the bHLH
domain to bind to DNA and regulate transcription. In this deletion
model, a truncated protein is formed from the N-terminal part of
the Tcf4 locus preceding the bHLH region, the presence of which
can be detected as a mark of functional Tcf4 deletion. We first
confirmed deletion of Tcf4 in our mice through recombination PCR
after Cre induction in adult animals (~P60), which showed LoxP
recombination for Tcf4 locus only in the KO brains (tamoxifen-
treated CaMK2αCreERt2; stop-EGFP; Tcf4fl/fl) and not in WT brains

(tamoxifen-treated CaMK2αCreERt2; stop-EGFP; Tcf4+/+) (Fig. S2D).
Further, we also performed a western blot analysis which showed
the full length and shorter isoforms of TCF4 protein in WT, whereas
only truncated TCF4 in the KO brain (Fig. S2E). For analysing the
functional effect of Tcf4 in mature excitatory neurons, we focused
our analyses in the CA1 region, because CaMK2α+ is more
prevalent in the hippocampus [33], and because of the ease of
electrophysiological and morphological studies in the CA1 region.
Interestingly, when we compared cFos expression of the GFP+ and
GFP− CA1 neurons in the KO brains, we observed that upon acute
loss of Tcf4, the GFP+ CA1 neurons became increasingly more cFos
positive, thereby reducing the frequency difference between GFP−
cFos+ and GFP+ cFos+ cell populations (Figs. 2C lower panel, D
and S2F). Consistently, the GFP+ cells in KO brain were more
frequently cFos+ when compared with GFP+ cells from the WT
brains (Figs. 2E and S2G, H). Thus, through genetic tracing of CA1
neurons in which Tcf4 was deleted during adulthood, we
demonstrate that continual expression of Tcf4 in CaMK2α+ mature
neurons is required for suppressing hyperactivity and maintaining
the baseline activity of these neurons in the steady-state
adult brain.

Tcf4 deletion in adult brain excitatory neurons causes changes
in membrane properties resulting in hyperexcitability of CA1
neurons
To further gain insight into the membrane properties of CA1
neurons after Tcf4 deletion, we performed electrophysiology from
brain slices of WT and KO animals. Previous studies targeting
medial PFC for Tcf4 knockdown in prenatal brains (E16 in utero
knockdown) [19] showed that Tcf4 depletion during corticogen-
esis results in a reduction of action potential (AP) frequency in
juvenile cortical neurons. Since the developing brain neurons have
different electrical properties compared to mature neurons in the
adult brain, we examined the effect on AP after Tcf4 deletion in
mature neurons in the adult brain. Our results show that the loss
of Tcf4 in adulthood in fact increases firing in CA1 neurons within
~3 weeks post deletion (Fig. 3A). This was indeed consistent with
our cFos data that indicated a higher baseline activity of CA1
neurons upon Tcf4 deletion. We also measured the frequency of
AP in response to a series of input currents, and observed that for

Fig. 2 Tcf4 deletion in adult excitatory neurons increases cFos activity. A, B Quantification of cFos+ cells in GFP+ (SEM+/− 1013) versus
GFP− (SEM+/− 3001) CA1 neurons (A) and granule neurons in DG (B), (GFP+ : SEM+/− 146.6), (GFP−: SEM+/− 162.7) of wild-type adult
animals (~P60–90). C Representative images of CA1 neurons showing cFos expression. Asterisks depict cFos+GFP+ cells. D Quantification of
cFos+ cells in GFP+ versus GFP− CA1 neurons of Tcf4-KO brain, (GFP+ : SEM+/− 1887), (GFP−: SEM+/− 2677). E Quantification of cFos+ cells
in GFP+ CA1 neurons from WT and KO brains, (WT: SEM+/− 1013), (KO: SEM+/− 1887) (each dot represents a brain section, ~10 sections per
brain were quantified, CA1: 7 WT, 8 KO and DG: 5 WT, 5 KO animals), Wilcoxon test, ****p < 0.0001, error bar represents SEM. Analysis was done
3 weeks post deletion. Scale bar= 10 µm.
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any given current input, the KO brains fired significantly more AP
(Fig. 3B). However, the spike amplitude in the KO brain was lower
(Fig. S3A, B).
We next examined multiple cell-intrinsic parameters of the CA1

neurons in the WT and KO brains by whole-cell electrophysiology.
Consistent with higher AP, the CA1 neurons in the KO brains were
significantly more depolarised when compared to WT, as shown in
Fig. 3C with significantly higher resting membrane potential. Also,
as shown in Fig. 3D, E, the input resistance (IR) was significantly
increased in KO, consistent with higher AP. Furthermore,
rheobase, which is the minimum current required for a cell to
produce an AP, showed a significant reduction in the KO brains
as shown in Fig. 3F. We also examined Ih currents using a
hyperpolarizing pulse of 250 pA in current-clamp mode. As shown
in Fig. S3C, D, Ih currents as measured by % sag were significantly
greater in KO brains. Overall, these observations demonstrate that
Tcf4 plays a critical role in maintaining the homoeostatic electrical
properties of excitatory neurons in the adult brain, in absence of
which these neurons become hyperexcitable.

Tcf4 deletion in adult brain excitatory neurons results in
increased branching and spine counts in CA1 neurons
We next examined if Tcf4 deletion in mature CA1 neuron
influenced its morphology. For this, we crossed the CaMK2α-
CreERt2; Tcf4 wt or flox mice with the sparse-expressing Thy1-GFP
line M [34] that enables visualisation and tracing of individual
dendritic branches of neurons in brain slices. We induced Tcf4
deletion in these mice in adulthood through tamoxifen adminis-
tration and analysed morphology of the apical dendrites of
CA1 neurons in WT (CaMK2αCreERt2; Thy1-GFP; Tcf4+/+) and KO
(CaMK2αCreERt2; Thy1-GFP; Tcf4fl/fl) animals at 3 weeks post
deletion, a timepoint at which the cFos analysis and electro-
physiological studies were done. The morphometry data revealed
that Tcf4 deletion leads to an alteration of dendritic structure of
CA1 neurons as early as 3 weeks post deletion, as indicated by
higher number of intersections and length per Sholl radii in KO
brains (Fig. S4A–C). We repeated this analysis at 2 months post
deletion, which further showed that the increased dendritic

complexity due to acute loss of Tcf4 in CA1 neurons remained
stable at least up to this timepoint (Fig. 4A–C). Interestingly, a
previous report in neonatal brains observed reduction of dendritic
processes in the neocortex of Tcf4-heterozygous developing
brains at P15 [18], indicating potentially different implications of
Tcf4 deficiency based on developmental age and gene dosage.
However, consistent with our observations, another study which
used lentiviral transduced knockdown of Tcf4 in adult mouse
olfactory bulb, observed increased dendritic arborisation in
mature interneurons of adult brain after Tcf4 knockdown [35].
These results together reveal that the continual expression of Tcf4
in neurons of the adult brain is not only important for maintaining
baseline activity of CA1 neurons but is also important for the
structural integrity of mature neurons.
Given the hyperexcitability and increased branching of CA1

neurons as a result of acute Tcf4 loss, we further probed spine
densities in these neurons since spines serve as an important
functional unit of neural activity. We quantified the density and
types of spines in the CA1 neurons at an early (3 weeks post
deletion) and late (2 months post deletion) timepoint post
deletion. These results revealed an initial modest increase in the
density of mushroom spines in the KO brains at ~3 weeks post
deletion (Figs. 4D and S4D, E); however, by 2 months post
deletion, the alterations in spines became more prominent, with
an increase in stubby spines, a modest decrease in the mushroom
spines, and an overall increase in total spine density in KO brains
(Figs. 4E, F and S4F). Stubby spines are found predominantly
during the postnatal development period, a time when neuronal
excitability is known to be higher in comparison to mature
neurons [36]. Thus, the increase in the density of stubby spines
observed in the KO brains is consistent with the hyperexcitability
observed in CA1 neurons after Tcf4 deletion and may underlie
Tcf4’s regulation of neuronal activity.
Interestingly, a recent study which used a sparse-expressing

pan-neuronal Cre line (Slick-V) to delete Tcf4 in all types of adult
neurons showed a reduction of dendritic spines [28]. Although
different from our observations, possibly due to ‘excitatory’
versus ‘pan’ neuronal nature of Tcf4 deletion which could lead

Fig. 3 Tcf4 deletion in adult excitatory neuron results in hyperexcitability. A Representative traces for action potential spikes from CA1
neurons of WT and KO brains. B F–I curve for firing (two-way ANOVA, ****p < 0.0001, error bar represents SEM). C–F Cell-intrinsic properties of
CA1 neurons. C Resting membrane potential (WT: SEM+/− 0.7, KO: SEM+/− 0.8). D Input resistance traces (WT: SEM+/− 8.3, KO: SEM+/− 8.9)
and E quantification. F Rheobase (WT: SEM+/− 10.36, KO: SEM+/− 7). Recording from 27 neurons from WT and 33 neurons from KO brains
2–3 weeks post deletion, representing ~5–6 mice per genotype. Mann–Whitney test: ***p < 0.0005, ****p < 0.0001).

D. Sarkar et al.

4

Translational Psychiatry          (2021) 11:494 



to compensatory effects in the later, these observations are
consistent with a role for Tcf4 in synaptic plasticity in adult
neurons.

Tcf4 deletion in adult brain excitatory neurons results in
memory deficits
Given the dramatic changes in electrical and morphological
properties of CA1 neurons after acute loss of Tcf4, we tested its
effects on cognition and memory. Since Tcf4 is implicated in
autism spectrum disorder, we first tested social behaviour wherein
we assessed (a) sociable nature and (b) short-term social memory.
For sociability test, the mice were put in a Y-maze (Fig. S5A), in
which one of the two short arms had a dummy mouse to
represent an inanimate object, while the other arm had a live
mouse, previously unknown to the test animal. The interaction
time with the inanimate dummy mouse versus with the live
unknown mouse was taken as a proxy for scoring sociability for
the animal. As shown in Fig. S5B, the KO animals did not show any
deficit in social interaction, clearly preferring the live mouse over
the dummy for social interaction, just like the WT animals. Next,
we used the same Y-maze to test short-term social memory. For
this, the dummy mouse was replaced with a new unfamiliar
mouse and the test mouse was allowed to interact with the two
mice housed in the two short arms of the Y-maze. Based on
whether the test mouse was able to make memory for the mouse
it interacted with in the previous session, it should be able to
recognise the other mouse in one of the arms on the test-session
as ‘new’. As mice have an inherent tendency to prefer novelty for
exploration, the interaction time of the test mouse with the ‘novel
unfamiliar mouse’ versus ‘previously acquainted-mouse’ could be
taken as a proxy for social memory. As shown in Fig. S5C, the Tcf4-
KO mice did not show any preference of interaction with the new
or the old mouse, indicating that it could not distinguish between
the two. The total exploration time during the test did not vary
between WT or KO, showing no locomotive or exploration deficit
(Fig. S5D). This assay demonstrated that Tcf4 deletion in mature

excitatory neuron in the adult brain does not cause sociability
deficits but impairs social memory.
We next tested a contextual-fear-memory paradigm to assess

fear-memory recall. In the contextual-fear-conditioning (CFC)
paradigm, an animal’s ability to remember a fearful context is
assessed through its freezing response when brought back into
the fearful context. WT and KO animals were first allowed to
explore a fear-conditioning chamber and given a mild foot shock
at the end of the exploration time. Next day, the animals were
brought back into the same chamber, but were not given any foot
shock. We observed that while the WT animals showed significant
freezing response demonstrating memory recall of its fearful
experience in the chamber the prior day, the KO animals showed
significantly lower freezing, indicating a deficit in contextual-fear
memory (Fig. S5E, F).
We also performed open-field test (OFT) to ascertain if Tcf4

deletion in adult excitatory neurons could have an effect on
general activity, given the hyperactive phenotype reported for
the Tcf4-heterozygous animals in earlier studies [24, 37]. For
this, the mice were allowed to freely explore in an arena, and
their movement was recorded for 10 min. Various parameters
such as total distance travelled (Fig. S5G), average speed
(Fig. S5H) and maximum speed (Fig. S5I) were examined, which
showed no difference between the WT and KO animals,
indicating no motor deficits.

Tcf4 suppresses membrane-related gene networks in
excitatory mature neurons
To understand the molecular underpinnings of the profound
structural and functional changes in mature neurons as a result
of Tcf4 deletion, we next sought to find the specific targets of
Tcf4 in excitatory neurons of the adult brain. For this, we FACS-
sorted GFP+ neurons from the hippocampus of WT and KO
adult animals 3 weeks post Tcf4 deletion (Fig. S6A), and
performed RNA-Seq analysis to identify the differentially
expressed genes (DEG) in response to Tcf4 loss in adulthood

Fig. 4 Tcf4 deletion in adult excitatory neurons results in morphological alterations. A, B Sholl analysis of apical dendrite of CA1 neurons,
showing number of intersection (A) and length (B) per Sholl radii 2 months post deletion. Twenty-six neurons per genotype from 3 WT and 3
KO mice. Two-way ANOVA, ***p < 0.0001, error bar represents SEM. C Representative traces of apical dendrites of CA1 neurons 2 months post
deletion. D, E Spine analysis of CA1 apical dendrites at 3 weeks (+/−SEM: 0.01–0.02) (D) and 2 months (+/−SEM: 0.008–0.02) (E) post deletion,
each dot represents counts from a dendritic segment from 3 WT, 4 KO mice for 3 weeks and 3 WT, 3 KO mice for 2 months. F Representative
image showing spine in CA1 neurons 2 months post deletion, white asterisks mark stubby spines. (Student’s t test, ****p < 0.0001,
***p= 0.0006, **p= 0.002, *p= 0.017).
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in mature neurons. The transcriptome analysis identified 100
DEG between the WT and Tcf4-KO neurons, out of which ~90%
DEG were upregulated, whereas only ~10 % DEG were down-
regulated (Figs. 5A and S6B, Supplementary Table 1), indicating
an overall suppressive role for Tcf4 on hippocampal excitatory
neurons’ gene expression in the adult brain. The top upregu-
lated genes consisted of growth factors, membrane transport,
and extracellular matrix (ECM) genes (Fig. 5B, C). Two of the top
upregulated genes were insulin-like growth factor 2 (IGF2) and
its binding protein IGFBP2. Interestingly, while IGF2 is implicated
in spine maturation and stabilisation of presynaptic terminals
[38, 39], IGFBP2 has been shown to facilitate intrinsic excitability
and neurite branching during early postanal development [40].
To gain insight into the functional impact of Tcf4-mediated gene
regulation in excitatory mature neuron, we performed Gene
Ontology analysis for the upregulated genes upon Tcf4 deletion.
The most prominent functional outcome of the upregulated
DEG in Tcf4-deleted mature neurons implicated plasma mem-
brane and cilium-related processes (Fig. 5D). This is consistent
with the cellular phenotype observed in our morphological
and electrophysiological investigations, which showed dendritic

structure and membrane property changes of adult-deleted
Tcf4-KO neurons.

Tcf4 targets in mature neuron are distinct from its targets in
the developing brain
Given that Tcf4 is a TF expressed both during development and in
the adult brain, we next sought to examine if the Tcf4 targets in
‘developing’ versus ‘mature’ neurons were similar or distinct. A
recent study probing Tcf4’s role in cortical brain development
performed RNA-Seq analysis of Tcf4-KO dorsal telencephalon cells
at P0 [18]. We used this dataset to compare Tcf4 targets in
‘developing’ versus ‘mature’ neurons. For this, first we compared
the upregulated genes from adult-deleted Tcf4-KO mature
excitatory neurons and P0 Tcf4-KO telencephalon (Fig. 5E). This
revealed that ~83% upregulated genes in adult-deleted mature
excitatory neurons were unique, and not represented in the ~3585
upregulated genes from P0 Tcf4-KO telencephalon’s (Fig. S6C).
Ontology analysis of these uniquely upregulated genes in adult-
deleted mature excitatory neurons showed membrane and
cilium-related processes as the most enriched ontology cluster
(Fig. 5E), confirming that suppression of this gene network is the

Fig. 5 Tcf4 targets membrane-related gene networks in adult neurons. A Pie chart showing percentage up- or downregulated genes
among total DEG in hippocampal mature neurons after Tcf4 deletion. B Volcano plot showing differential gene expression in WT and KO
FACS-sorted GFP+ neurons (blue dots represent p < 0.05). C Heatmap showing upregulated genes in Tcf4-KO neurons, red arrows highlighting
growth factor, membrane transport, and ECM-related genes. D Gene Ontology analysis of upregulated genes in Tcf4-KO mature neurons, red
arrows highlighting plasma membrane and cilia-related GO terms. E Meta-analysis of transcriptome from FACS-sorted adult-deleted Tcf4-KO
neuron and Tcf4-KO P0 telencephalon showing distinct Tcf4 targets in mature neurons versus developing brain, LFC: log fold change, telen:
telencephalon, Fisher’s exact test p value= 0.82 shows insignificant overlap.
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predominant function of Tcf4-mediated gene regulation in
mature neurons in the steady state. In contrast, the unique
upregulated genes in the P0-KO telencephalon represented cell-
cycle-related genes (Fig. 5E), further demonstrating the distinct
influence of Tcf4-mediated gene regulation in embryonic brain
and adult neurons.
We next compared our adult-deleted neuronal DEGs with the

transcriptome dataset from two studies which analysed micro-
dissected CA1 from adult Tcf4-heterozygous animals [9, 24]
representing adult hippocampal neurons from animals that have
Tcf4 haploinsufficiency throughout development and adulthood.
Although, not directly comparable because of Tcf4 heterozygosity
and pan-cellular haploinsufficiency in Tcf4-het animals, in contrast
to the neuron-specific adult deletion of Tcf4 in our dataset, these
Tcf4-Het CA1 transcriptomes were the only transcriptomes available
in the adult brain that could reveal possible Tcf4 targets.
Comparison of the DEG between adult-deleted Tcf4-KO hippocam-
pal neurons and Tcf4-heterozygous adult CA1 cells from Kennedy
et al. showed only 13 commonly upregulated genes (Fig. S6D),
whereas the dataset from Phan et al. showed an overlap of only 16
genes (Fig. S6E). Although this overlap was significant (by Fisher’s
exact test), this represented only ~14–17% of the upregulated
genes observed in adult deletion of Tcf4 in mature neurons. Thus,
this meta-analysis data further confirmed that the vast majority of
Tcf4 targets in neurons vary depending on whether the deficiency
was in adult or embryonic stages, and possibly also on the dosage
of the gene (haploinsufficiency versus full deletion). In addition, in
the case of Tcf4-heterozygous CA1 cells, there could be secondary
effects of pan haploinsufficiency-related defects on the adult Tcf4-
haploinsufficient neurons, an effect that can be safely considered to
be absent in the case of adult conditional deletion used in our
system. Consistent with this, a comparison of Tcf4-het P1 [9] with
Tcf4-KO P0 [18] brain also showed minimal overlap of DEG
(Fig. S6F), indicating that Tcf4 may regulate different gene networks
based on its dosage. To further understand the overall regulatory
role of Tcf4, possibly as an activator or suppressor, we also
compared the percentage up- or downregulated genes in multiple
datasets of adult CA1 and PFC from different Tcf4-mutant mouse
models obtained from Phan et al.’s study (Fig. S6G). This analysis did
not demonstrate an activator or suppressor role for Tcf4-
haploinsufficient brains. Consistent with this, a similar analysis of
P0 Tcf4-KO dorsal telencephalon and P1 Tcf4-Het PFC also
suggested a bi-directional role of Tcf4 on overall transcription
(Fig. S6H). This is in contrast to Tcf4’s role in adult excitatory
neurons as shown in our dataset, which suggest an overwhelmingly
suppressive role for Tcf4.
Overall, the above meta-analyses of various transcriptomes of

Tcf4 deletion and haploinsufficiency revealed that Tcf4 regulates
gene expression in an age- and dose-dependent manner. The cell-
specific and age-specific deletion analysis from our transcriptome
dataset identified a unique set of genes specific to adult excitatory
neurons that is kept suppressed by Tcf4, implicating plasma
membrane and cilium-related processes as a major regulator of
mature neuronal structure and function in the adult brain. This is
in contrast with Tcf4’s target genes in developing neocortex,
which implicate Tcf4 in activation of neural differentiation while
suppressing proliferation [18].

DISCUSSION
A growing body of work in the past several years has highlighted
the important role of gene regulation in neural activity. However,
our knowledge about the mediators of gene regulation, the TFs, in
the adult neurons remain sparse. To gain more insight into TF
function in mature neuron, we focused on Tcf4, whose role in
adult brain neurons remain unknown despite its association with
multiple neurological diseases. Our results show that Tcf4
expression is continually required in adult neurons to maintain

its normal structure and excitability. Acute loss of Tcf4 from
mature neurons leads to profound structural and functional
changes resulting in higher baseline activity and increased
dendritic complexity, leading to cognitive deficits. Transcriptome
of Tcf4-deleted mature neurons reveal the unique targets of Tcf4
in adult excitatory neurons, implicating suppression of plasma
membrane and cilium-related gene networks to underlie normal
structure and function of mature excitatory neurons.
In addition to uncovering an important role for Tcf4 in adult

brain neurons, our study also reveals a number of intriguing
observations about mature neurons that could set new directions
for insights into neuronal cell biology in the adult brain. For
instance, our data suggest diversity within a single population of
neuron through two examples: firstly, within the CA1 neuronal
population, we demonstrate the existence of two subtypes of
cells, which could be distinguished on the basis of high and low
baseline activity, based on cFos expression. We identified these
two populations through indelible marking of CamK2α expression
using a genetic reporter. Therefore, the low and high baseline
activity of these neurons, as reported by cFos expression, is
unlikely to be a dynamic property, and more likely to be specific to
CA1 cells that have either an active or inactive CamK2α promoter.
Previous studies have indeed demonstrated that not all CA1
neurons express CamK2α [33]. Interestingly, CamK2α expression
has been shown to distinguish functionally distinct granule
neurons in the olfactory bulb; however, such a distinction has
not yet been documented in the hippocampus. The correlation
between CamK2α expression and baseline cFos expression in CA1
neurons demonstrated in our study provides a basis for further
investigations into the functional relevance of these two
subpopulations in the hippocampus. The second example of
diversity within a population revealed by our data is the presence
of Tcf4+ and Tcf4− PC in the cerebellum. However, the ‘all’ or ‘nil’
Tcf4 expression pattern in PC could also be a result of two
dynamic states of PC activity correlated with Tcf4 expression. In
either case, the functional implication of Tcf4-positive and Tcf4-
negative PC could reveal interesting cell biology of PC, warranting
investigations in the future.
The other important revelation of our study is the elucidation

of novel gene networks that potentially underlie mature
neuronal structure and function. While Tcf4 has been studied
in the embryonic brain and in heterozygous (Tcf4+/−) mouse
models, these studies do not provide the required resolution to
tease apart a potentially distinct role of Tcf4 in developing versus
mature neurons. In this context, our transcriptomic dataset of
adult-deleted Tcf4-KO FACS-sorted excitatory neurons is the first
and only transcriptome dataset, as per our knowledge, that
provides insights into the in vivo targets of Tcf4, specifically in
adult brain neurons. A comparison of the transcriptome of
mature neurons after acute loss of Tcf4 during adulthood (our
RNA-Seq dataset) with the transcriptome of either embryonic
Tcf4-KO P0 brain or adult CA1 cells from Tcf4-heterozygous
animals (publicly available datasets from Li et al., Kennedy et al.
and Phan et al.) indeed demonstrated that the targets of Tcf4 in
embryonic brain are vastly distinct from its targets in mature
neurons. While in embryonic brain Tcf4 targets cell-cycle-related
genes affecting cell proliferation and differentiation, in the
mature neurons of the adult brain Tcf4 regulates a distinct set of
genes that predominantly participates in plasma membrane and
microfilament-based processes.
The overall transcriptome of Tcf4-KO mature neurons alludes to

a suppressive role of Tcf4 in the adult brain excitatory neurons.
Several of the top targets of Tcf4 in mature neurons, such as
aquaporin 1 and the angiotensin converting enzyme, are rarely
studied in the context of neurons. In the same vein, suppression of
ciliary processes related gene networks by Tcf4 in mature neurons,
as revealed by ontology analysis, points to players and pathways
that are poorly documented in mature neuronal function.
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Although further investigations will be required to validate and
fully uncover the functional implications of the differentially
regulated genes, examples of cilium regulation in neuronal
function, such as in morphogenesis processes is already recog-
nised [41, 42]. Furthermore, the physiological relevance of primary
cilia in mature neuron was recently demonstrated in dentate GC
through inducible deletion of ciliary component IFT20 in mature
DG GC, which revealed enhanced LTP at mossy-fibre synapses and
impaired contextual memory in animals with disrupted cilia in
mature DG cells [43]. Our morphological observations demon-
strate the potential for significant dendritic changes in adult brain
neurons. Despite previous evidence for dendritic restructuring in
the adult brain [44–46], dendritic plasticity in adult neurons
remains a poorly studied subject. Given the continual expression
of Tcf4 in adult neurons throughout the lifespan, it is possible that
Tcf4 plays a role in maintaining the normal dendritic structure of
adult neurons, while also providing a mechanism by which an
adult neuron could alter structure, if need be, such as under
pathological conditions and aging [47].
Overall, our study not only uncovers the functional role of the

psychiatric disease-risk gene Tcf4 in mature neurons but also
provides critical insights into the structure-function regulation of
adult neurons, revealing involvement of previously unappreciated
molecular pathways. The gene networks regulated by Tcf4 open
up novel avenues of investigations for insights into the mechan-
isms that underlie mature neuronal regulation and homoeostatic
functioning of the adult brain.

MATERIALS AND METHODS
Mice
All animals were housed, bred and used according to the protocols
approved by the Institutional Animal Care and Ethics Committee. For
conditional targeting of Tcf4 in CaMK2α-expressing excitatory neurons in
the adult brain, Tcf4-flox line [31, 32] was crossed with CaMK2αCreERt2 line
[29] to produce CaMK2αCreERt2; Tcf4fl/fl (KO) or CaMK2αCreERt2; Tcf4+/+

(WT). For genetic tracking, Rosa-flox-STOP-flox-EGFP reporter line was
further crossed on to CaMK2αCreERt2; Tcf4flox and CaMK2αCreERt2; Tcf4wt

lines. For morphometric tracing, the Thy1-EGFP line M was crossed on to
CaMK2αCreERt2; Tcf4flox or WT lines. All animals were bred and kept at the
institutional animal care and resource centre.

Mice treatments
Tamoxifen (Sigma) was used at 5mg/35 g body weight once a day for
7 days for CaMK2αCreERt2 induction in WT and KO adult animals at the age
of P45–60. Same dose was used for genetic labelling in CaMK2αCreERt2;
Tcf4fl/fl or WT; Rosa-flox-STOP-flox-EGFP and CaMK2αCreERt2; Tcf4fl/fl or WT;
Thy1-EGFP line M.

Immunostaining
Animals were anaesthetised with halothane followed by transcardial
perfusion with PBS and 4% PFA. The brains were fixed in 4% PFA overnight
followed by sectioning on Leica Vibratome to obtain 30 µm sections. Some
animals were taken for dual experiments, where half brain was used for
immunostaining. In these cases, half brains were directly fixed in 4% PFA
for two overnights at 4 °C without transcardial perfusion. The floating
sections were first blocked in 10% normal goat serum, 1% BSA, 0.1% triton
and 100mM glycine for 1 h at RT and stained with primary antibody (in 1%
normal goat serum, 0.1% BSA, 0.1% triton and 100mM glycine) overnight
at 4 °C. Sections were then washed and incubated with fluorophore
conjugated secondary antibody for 1 h at RT in dark, before mounting and
imaging. Primary antibodies used were: CaMKII alpha (Invitrogen #13-
7300), calbindin (SySy #214 005), parvalbumin (SySy #195 004), cFos (SySy
#226 004), NeuN (Millipore # MAB377) and TCF4 (Abcam #ab217668).

Confocal imaging and analysis
Sections were imaged using Leica SP8 confocal microscope. Images were
analysed using Imaris and ImageJ. For Tcf4 protein expression character-
isation, 63× objective images were taken. For cFos quantification, 20× and
40× images were used. Cell counts were normalised with the volume of

CA1 for each image, ~10 hippocampal sections spanning rostral to caudal
hippocampus were analysed per animal. Quantification plots were done
both as per section and per animal, so as to demonstrate the actual spread
of data within an animal’s brain. Non-parametric Wilcoxon test (per section
counts) and parametric Student’s t test (per animal counts) were used for
statistical analysis of cFos, since the cFos counts distribution in the
hippocampus tested positive for normality test. All graphs were plotted
using GraphPad Prism.

Morphometry
CaMK2α-CreERt2; Tcf4 wt or flox mice were crossed with the sparsely
expressing Thy1-GFP line M for enabling visualisation of the dendritic
processes. For morphometric experiments, 120 µm sections were obtained
following transcardial perfusion with PBS and 4% PFA. 63× objective
imaging with optimised number of z slices was done for CA1 pyramidal
neurons. The apical dendrites were manually traced using Neurolucida
(2017, MBS Bioscience, Williston, VT, USA) followed by Sholl analysis using
Neurolucida Explorer. Sholl radius interval was set at 5 μm. Three mice per
genotype were analysed with 8–10 CA1 neurons per animal. Two-way
ANOVA was used for statistical analysis. Spines were imaged using Leica
SP8 confocal microscope at 100× magnification with 2× zoom. Spine
characterisation was done manually using ImageJ on fragments of apical
dendritic processes. Spine counts were normalised with the length of the
dendritic fragment. Approximately 20–25 dendritic fragments per mouse
were analysed for spine counts. Quantification plots were done both as
per section and per animal, so as to demonstrate the actual spread of data
within an animal’s brain. Student’s t test was used for statistical analysis
based on positive normality test for CA1 spines.

Behaviour experiments
For all behaviour experiments, the animals were housed in their regular
individually ventilated cages in SPF facility with easy access to food and
water with 14/10 h of light and dark cycles, respectively. Before the start of
experiment, animals were individually handled for 5 min for 3 days.
All analyses were done blind to genotype.

Social behaviour test. Social behaviour was conducted in a Y-maze
apparatus as described previously [48]. Briefly, the Y-maze had two
cylindrical holding areas attached to the two short arms for holding mouse
or an inanimate dummy mouse. The long arm of the apparatus was used
as the start arm, where the test animal was placed. The holding area at the
end of the two short arms had smooth metal fence so that the test animal
was easily able to view and interact with the animal in the holding space
across the fence. On day 1, animals were acclimatised with the Y-maze
arena in which experiment was to be performed. For this, the animals
were released individually in arena for 5 min and then placed back into
home cages. On day 2, the test was performed which was divided into two
phases: a ‘dummy-test’ phase that was used to assess the innate sociability
of the animals, and the ‘novel-mouse’ test phase that was used to assess
social memory. In the ‘dummy’ phase, a dummy mouse was put in one of
the holding cages of the two short arms, whereas a live mouse was put in
the other arm. The test animal was released in the long arm and allowed to
freely explore for 5 min. After the fixed exploration time of 5 min, the test
animal was taken back to home cage for 2–3min. After the ‘dummy phase’,
the ‘novel-mouse’ test was done, in which the inanimate dummy mouse
was replaced by a live unfamiliar mouse which was termed as ‘novel’
mouse, for the social behaviour experiment. The ‘novel’ and ‘familiar’ mice
used in the training and test sessions were of the same gender as the test
animal. The test animal was released in the long arm and allowed to
explore in Y-maze for 5 min. Throughout the tests, the arena was cleaned
with 70% ethanol before and after an animal’s entry to the arena. The
‘dummy’ and ‘novel-mouse’ test sessions were recorded with top head
camera, and the videos were manually analysed for exploration time at
each of the cages at the short arms. Exploration in ‘dummy phase’ was
used as proxy for their sociability, and exploration time with the ‘novel
mouse’ in comparison to the ‘familiar mouse’ in the ‘novel-mouse’ test was
used as proxy for their social memory. For this, the time spent in active
sniffing and climbing towards the caged animal or dummy was counted as
exploration. Head not facing the caged animal/dummy was not considered
as exploration. Statistical analysis was done using Mann–Whitney test.

Contextual-fear-memory test (CFC). Previously published protocol was
followed for CFC [49]. The CFC apparatus which was used for the training
and context test was a rectangular chamber with an electrifiable grid floor,
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an odour source: a tray with 70% ethanol under the grid floor, a light
source and a calibrated shock generator. On day 1, animals were
acclimatised in the CFC chamber in which experiment was to be
performed. For this, the animals were released individually in the chamber
for 5 min and allowed to freely explore. After 5 min, the animal was placed
back into their home cage. On day 2, the training day, the animal was
introduced in the CFC chamber for 3 min. At the end of 3min a 2 s foot
shock of 0.9 mA was given, after which the animals was allowed another
15 s in the chamber, before being taken back to their home cage. On day 3,
the test day, the mice were reintroduced in same shock context and
allowed to explore undisturbed for 3 min. No shock was given on this day.
Movement and/or freezing on both training and test sessions were
recorded by a camera fitted inside the chamber. The amount of time when
the animal did not move at all was called the ‘freezing time’. Analysis of
freezing behaviour was performed using ANY-maze software. Percent time
spent freezing out of the total time in chamber was calculated to use as a
proxy for the animal’s contextual-fear memory. Statistical analysis was
done using Mann–Whitney test.

Open-field test. OFT was performed as described previously [49]. The
‘open-field arena’ was a square shaped box (38 × 38 cm) with a top head
camera covering the entire arena’s field of view. The animal was
introduced into the arena and allowed to explore for 10min. The distance
travelled and speed of the animals were used to assess locomotor function.
The analysis of distance travelled and speed was performed using ANY-
maze software. Statistical analysis was done using Mann–Whitney test.

Electrophysiology
CA1 neurons were identified in hippocampal slices under an upright
differential interference contrast microscope (BX1WI microscope,
Olympus) using a 40× objective (water immersion lens, 0.9 numerical
aperture, LUMPLFLN, 40×). 2–4 MΩ pipettes were pulled from thick-
walled borosilicate glass capillaries on a P-1000 Flaming Micropipette
Puller (Sutter Instrument). The pipettes were filled with an internal
solution of the following composition for whole-cell current-clamp
recordings (in mM): 120 potassium gluconate, 20 KCl, 0.2 EGTA, 4 NaCl,
10 HEPES buffer, 10 phosphocreatine, 4 Mg-ATP and 0.3 Na-GTP (pH 7.4
and 295 mOsm). For sEPSC recordings, caesium based internal of
following composition was used (in mM): 130 CsOH, 13 gluconate,
5 NaCl, 10 HEPES, 1 EGTA, 2 MgCl2, 2 Mg-ATP, 0.5 Na-GTP and 10
phosphocreatine. The solution was filtered using 0.22 μM filter before it
can be filled in the glass pipette for patching. After entering into whole-
cell mode, cells were held for at least 3–5 min before recording was
started. This is needed for stabilisation of the cells. CA1 cells were
recorded if they had a resting potential of ≤55 mV. Series resistance and
IR were continuously monitored during the voltage clamp protocols,
and the cell was discarded if these parameters changed by >20%. From
a slice maximum of four cells were used for recording. All analysis was
done in MATLAB or Clampfit. Custom written codes were used in
MATLAB for analysis of F/I curve, Ih currents, RMP and rheobase. IR was
found plotting IV curve for a cell using Clampfit. All analyses were done
blind to genotype.

Neuron sorting by FACS
For single-cell suspension preparation was same brain was scooped,
followed by rapid dissection of desired regions in chilled Hibernate-A
(BrainBits #HACA) media. For FACS, hippocampus was micro-dissected,
and tissue was minced in digestion media (30 μl/ml papain [Sigma
Aldrich #P4762], 10 μg/ml DNase I [Roche #4716728001] prepared in HA)
followed by 30min incubation with mild shaking at 37 °C. Tissue was
triturated using fire-polished glass pipettes and centrifuged at 1200 rpm
for 10 min. Myelin was removed using 32% isotonic PercollTM (GE
Healthcare #GE17-0891-01). Pellet obtained was stained with CD45-
PerCP5.5 and CD11b-APC-Cy7 to differentiate myeloid and neural cells.
DAPI was used to identify dead cells. CD11b− CD45− cells were sorted
for GFP+ cells, which were directly collected in RLT Plus (Qiagen
#1053393) followed by RNA isolation using RNeasy Micro Kit (Qiagen
#74004). Cells were isolated from the hippocampus of 3 WT and 3 KO
brains; however, the process of FACS-sorting adult neurons yielded low
cell counts for one pair of WT/KO brains, therefore we had to pool this
pair with another pair of WT/KO cells, and the third pair of samples from
individual WT and KO brain was used as the second sample, resulting in
two samples per genotype for RNA sequencing.

RNA sequencing
GFP+ cells were sorted from 3 WT and 3 KO brain HPC, but 2WT and 2KO
were pooled as one sample in each genotype because of low cell yield.
Sample QC, library preparation and RNA sequencing were done by Next
Generation Sequencing facility at NCBS. RNA quality was assessed using
Bioanalyzer. cDNA libraries were prepared by using NEB stranded mRNA
library prep kit as per manufacturer’s instructions. PolyA selection method
was used to enrich mRNA. Library quality was analysed with Bioanalyzer.
Next-generation sequencing of libraries was performed on Illumina HiSeq
2500 platform for 1 × 100 bp at ~20–25 million reads per sample.

RNA sequencing data analysis
The public server at usegalaxy.org was used to analyse the sequencing
data. Briefly, after cutting the adaptor sequence and initial quality check for
sequence reads, HISAT2 was used to align the reads to mus musculus
mm10 reference genome, and feature counts were generated. For
differential gene expression, the DESeq2 tool was used and the output
was annotated using ‘annotateMyID’ feature in Galaxy. The differential
gene expression output was used for volcano plot using R. Normalised
feature counts were used to plot heatmap using the webtool ‘heatmapper’
[50]. Enriched ontology cluster analysis was done using the public webtool
at metascape.org [51]. The enriched ontology clustering was performed
through the Metascape feature as described in detail on their website.
Briefly, all statistically enriched GO terms were used for hierarchically
clustering based on Kappa statistical similarities among their gene
memberships, and 0.3 kappa score was applied as the threshold to cast
the tree into term clusters. A subset of representative terms from this
cluster was used to convert them into a network layout. Terms with a
similarity score > 0.3 were linked by an edge (the thickness of the edge
represents the similarity score). The network was visualised with Cytoscape
(v3.1.2) with ‘force-directed’ layout and with edge bundled for clarity. One
term from each cluster was selected to have its term description shown as
label. For Venn diagram, the public webtool ‘venny 2.1’ was used. Fisher’s
exact test was used for testing significance of overlapping genes.

REFERENCES
1. Kratsios P, Stolfi A, Levine M, Hobert O. Coordinated regulation of cholinergic

motor neuron traits through a conserved terminal selector gene. Nat Neurosci.
2012;15:205–14.

2. Etchberger JF, Flowers EB, Poole RJ, Bashllari E, Hobert O. Cis-regulatory
mechanisms of left/right asymmetric neuron-subtype specification in C. elegans.
Development. 2009;136:147–60.

3. Liu C, Maejima T, Wyler SC, Casadesus G, Herlitze S, Deneris ES. Pet-1 is required
across different stages of life to regulate serotonergic function. Nat Neurosci.
2010;13:1190–8.

4. Kadkhodaei B, Alvarsson A, Schintu N, Ramsköld D, Volakakis N, Joodmardi E,
et al. Transcription factor Nurr1 maintains fiber integrity and nuclear-encoded
mitochondrial gene expression in dopamine neurons. Proc Natl Acad Sci USA.
2013;110:2360–5.

5. Yap EL, Greenberg ME. Activity-regulated transcription: bridging the gap
between neural activity and behavior. Neuron. 2018;100:330–48.

6. Stefansson H, Ophoff RA, Steinberg S, Andreassen OA, Cichon S, Rujescu D, et al.
Common variants conferring risk of schizophrenia. Nature. 2009;460:744–7.

7. Schizophrenia Working Group of the Psychiatric Genomics C. Biological insights
from 108 schizophrenia-associated genetic loci. Nature. 2014;511:421–7.

8. O'donnell L, Soileau B, Heard P, Carter E, Sebold C, Gelfond J, et al. Genetic
determinants of autism in individuals with deletions of 18q. Hum Genet.
2010;128:155–64.

9. Phan BN, Bohlen JF, Davis BA, Ye Z, Chen HY, Mayfield B, et al. A myelin-related
transcriptomic profile is shared by Pitt–Hopkins syndrome models and human
autism spectrum disorder. Nat Neurosci. 2020;23:375–85.

10. Williams HJ, Craddock N, Russo G, Hamshere ML, Moskvina V, Dwyer S, et al. Most
genome-wide significant susceptibility loci for schizophrenia and bipolar disorder
reported to date cross-traditional diagnostic boundaries. Hum Mol Genet.
2011;20:387–91.

11. Amiel J, Rio M, de Pontual L, Redon R, Malan V, Boddaert N, et al. Mutations in
TCF4, encoding a class I basic helix-loop-helix transcription factor, are responsible
for Pitt-Hopkins syndrome, a severe epileptic encephalopathy associated with
autonomic dysfunction. Am J Hum Genet. 2007;80:988–93.

12. Zweier C, Peippo MM, Hoyer J, Sousa S, Bottani A, Clayton-Smith J, et al. Hap-
loinsufficiency of TCF4 causes syndromal mental retardation with intermittent
hyperventilation (Pitt-Hopkins syndrome). Am J Hum Genet. 2007;80:994–1001.

D. Sarkar et al.

9

Translational Psychiatry          (2021) 11:494 



13. Brockschmidt A, Todt U, Ryu S, Hoischen A, Landwehr C, Birnbaum S, et al. Severe
mental retardation with breathing abnormalities (Pitt - Hopkins syndrome) is
caused by haploinsufficiency of the neuronal bHLH transcription factor TCF4.
Hum Mol Genet. 2007;16:1488–94.

14. Maduro V, Pusey BN, Cherukuri PF, Atkins P, du Souich C, Rupps R, et al. Complex
translocation disrupting TCF4 and altering TCF4 isoform expression segregates as
mild autosomal dominant intellectual disability. Orphanet J Rare Dis. 2016;11:1–15.

15. Chen T, Wu Q, Zhang Y, Lu T, Yue W, Zhang D. Tcf4 controls neuronal migration of
the cerebral cortex through regulation of Bmp7. Front Mol Neurosci. 2016;9:1–9.

16. Mesman S, Bakker R, Smidt MP. Tcf4 is required for correct brain development
during embryogenesis. Mol Cell Neurosci. 2020;106:103502.

17. Schoof M, Hellwig M, Harrison L, Holdhof D, Lauffer MC, Niesen J, et al. The basic
helix-loop-helix transcription factor TCF4 impacts brain architecture as well as
neuronal morphology and differentiation. Eur J Neurosci. 2020;51:2219–35.

18. Li H, Zhu Y, Morozov YM, Chen X, Page SC, Rannals MD, et al. Disruption of TCF4
regulatory networks leads to abnormal cortical development and mental dis-
abilities. Mol Psychiatry. 2019;24:1235–46.

19. Rannals MD, Hamersky GR, Page SC, Campbell MN, Briley A, Gallo RA, et al.
Psychiatric risk gene transcription factor 4 regulates intrinsic excitability of pre-
frontal neurons via repression of SCN10a and KCNQ1. Neuron. 2016;90:43–55.

20. Page SC, Hamersky GR, Gallo RA, Rannals MD, Calcaterra NE, Campbell MN, et al.
The schizophrenia-and autism-associated gene, transcription factor 4 regulates
the columnar distribution of layer 2/3 prefrontal pyramidal neurons in an activity-
dependent manner. Mol Psychiatry. 2018;23:304–15.

21. Sepp M, Kannike K, Eesmaa A, Urb M, Timmusk T. Functional diversity of human
basic helix-loop-helix transcription factor TCF4 isoforms generated by alternative
5′ exon usage and splicing. PLoS ONE. 2011;6:6.

22. Flora A, Garcia JJ, Thaller C, Zoghbi HY. The E-protein Tcf4 interacts with Math1 to
regulate differentiation of a specific subset of neuronal progenitors. Proc Natl
Acad Sci USA. 2007;104:15382–7.

23. Zhuang Y, Cheng P, Weintraub H. B-lymphocyte development is regulated by the
combined dosage of three basic helix-loop-helix genes, E2A, E2-2, and HEB. Mol
Cell Biol. 1996;16:2898–905.

24. Kennedy AJ, Rahn EJ, Paulukaitis BS, Savell KE, Kordasiewicz HB, Wang J, et al.
Tcf4 regulates synaptic plasticity, DNA methylation, and memory function. Cell
Rep. 2016;16:2666–85.

25. Jung M, Häberle BM, Tschaikowsky T, Wittmann MT, Balta EA, Stadler VC, et al.
Analysis of the expression pattern of the schizophrenia-risk and intellectual dis-
ability gene TCF4 in the developing and adult brain suggests a role in devel-
opment and plasticity of cortical and hippocampal neurons. Mol Autism.
2018;9:20.

26. Kim H, Berens NC, Ochandarena NE, Philpot BD. Region and cell type distribution
of TCF4 in the postnatal mouse brain. Front Neuroanat. 2020;14:1–19.

27. Sepp M, Vihma H, Nurm K, Urb M, Page SC, Roots K, et al. The intellectual
disability and schizophrenia associated transcription factor TCF4 is regulated by
neuronal activity and protein kinase A. J Neurosci. 2017;37:10516–27.

28. Crux S, Herms J, Dorostkar MM. Tcf4 regulates dendritic spine density and
morphology in the adult brain. PLoS ONE. 2018;13:2–10.

29. Madisen L, Zwingman TA, Sunkin SM, Oh SW, Zariwala HA, Gu H, et al. A robust
and high-throughput Cre reporting and characterization system for the whole
mouse brain. Nat Neurosci. 2010;13:133–40.

30. McReynolds JR, Christianson JP, Blacktop JM, Mantsch JR. What does the Fos say?
Using Fos-based approaches to understand the contribution of stress to sub-
stance use disorders. Neurobiol Stress. 2018;9:271–85.

31. Bergqvist I, Eriksson M, Saarikettu J, Eriksson B, Corneliussen B, Grundström T,
et al. The basic helix-loop-helix transcription factor E2-2 is involved in T lym-
phocyte development. Eur J Immunol. 2000;30:2857–63.

32. Ghosh HS, Cisse B, Bunin A, Lewis KL, Reizis B. Continuous expression of the
transcription factor E2-2 maintains the cell fate of mature plasmacytoid dendritic
cells. Immunity. 2010;33:905–16.

33. Sun Q, Wang X, Zhang C. Distribution of CaMKIIα expression in the brain in vivo,
studied by CaMKIIα-GFP mice. Brain Res. 2013;1518:9–25.

34. Feng G, Mellor RH, Bernstein M, Keller-Peck C, Nguyen QT, Wallace M, et al.
Imaging neuronal subsets in transgenic mice expressing multiple spectral var-
iants of GFP. Neuron. 2000;28:41–51.

35. D'rozario M, Zhang T, Waddell EA, Zhang Y, Sahin C, Sharoni M, et al. Type I bHLH
proteins daughterless and Tcf4 restrict neurite branching and synapse formation
by repressing neurexin in postmitotic neurons. Cell Rep. 2016;15:386–97.

36. Berry KP, Nedivi E. Spine dynamics: are they all the same? Neuron. 2017;96:43–55.
37. Thaxton C, Kloth AD, Clark EP, Moy SS, Chitwood RA, Philpot BD. Common

pathophysiology in multiple mouse models of Pitt–Hopkins syndrome. J Neu-
rosci. 2018;38:918–36.

38. Schmeisser MJ, Baumann B, Johannsen S, Vindedal GF, Jensen V, Hvalby ØC, et al.
IκB kinase/nuclear factor κB-dependent insulin-like growth factor 2 (Igf2)

expression regulates synapse formation and spine maturation via Igf2 receptor
signaling. J Neurosci. 2012;32:5688–703.

39. Terauchi A, Johnson-Venkatesh EM, Bullock B, Lehtinen MK, Umemori H. Retro-
grade fibroblast growth factor 22 (FGF22) signaling regulates insulin-like growth
factor 2 (IGF2) expression for activity-dependent synapse stabilization in the
mammalian brain. Elife. 2016;5:1–28.

40. Khan S, et al. IGFBP2 plays an essential role in cognitive development during
early life. Adv Sci. 2019;6:1901152.

41. Sarkisian MR, Guadiana SM. Influences of primary cilia on cortical morphogenesis
and neuronal subtype maturation. Neuroscientist. 2015;21:136–51.

42. Kumamoto N, Gu Y, Wang J, Janoschka S, Takemaru K, Levine J, et al. A role for
primary cilia in glutamatergic synaptic integration of adult-born neurons. Nat
Neurosci. 2012;15:399–405.

43. Rhee S, Kirschen GW, Gu Y, Ge S. Depletion of primary cilia from mature dentate
granule cells impairs hippocampus-dependent contextual memory. Sci Rep.
2016;6:1–10.

44. Tailby C, Wright LL, Metha AB, Calford MB. Activity-dependent maintenance and
growth of dendrites in adult cortex. Proc Natl Acad Sci USA. 2005;102:4631–6.

45. Buell S, Coleman P. Dendritic growth in the aged human brain and failure of
growth in senile dementia. Science. 1979;206:854–6.

46. DeVoogd T, Nottebohm F. Gonadal hormones induce dendritic growth in the
adult avian brain. Science. 1981;214:202–4.

47. Dickstein DL, Kabaso D, Rocher AB, Luebke JI, Wearne SL, Hof PR. Changes in the
structural complexity of the aged brain. Aging Cell. 2007;6:275–84.

48. Vuillermot S, Joodmardi E, Perlmann T, Ove Ögren S, Feldon J, Meyer U.
Schizophrenia-relevant behaviors in a genetic mouse model of constitutive Nurr1
deficiency. Genes, Brain Behav. 2011;10:589–603.

49. Han S, Tai C, Westenbroek RE, Yu FH, Cheah CS, Potter GB, et al. Autistic-like
behaviour in Scn1a +- mice and rescue by enhanced GABA-mediated neuro-
transmission. Nature. 2012;489:385–90.

50. Babicki S, Arndt D, Marcu A, Liang Y, Grant JR, Maciejewski A, et al. Heatmapper:
web-enabled heat mapping for all. Nucleic Acids Res. 2016;44:W147–53.

51. Zhou Y, et al. Metascape provides a biologist-oriented resource for the analysis of
systems-level datasets. Nat Commun. 2019;10, https://doi.org/10.1038/s41467-
019-09234-6.

ACKNOWLEDGEMENTS
This work was supported by funding from NCBS-TIFR, Department of Atomic Energy,
Government of India, under project no. 12-R&D-TFR-5.04-0800 and Ramanujan
Fellowship (SB/S2/RJN-091/2015) from SERB-GoI and DBT-Core grant (BT/PR33066/
MED/122/224/ 2019) from DBT-GoI to H.S.G. and UGC fellowship to D.S. (20/12/2015
(ii)EU-V). The authors thank Prof. Nelson Spruston, Janelia Research Campus, for
useful discussions, Prof. Sumantra Chattarji (NCBS) for providing access to
Neurolucida and Dr. Balaji Jayaprakash (IISc) for providing the Thy1-GFP line. The
authors also thank the NCBS Animal Facility, Central Imaging and Flow Cytometry
Facility and Next-Generation Sequencing Facility for their services.

AUTHOR CONTRIBUTIONS
D.S., M.S., D.D. and N.K. conducted experiments and analysed data. U.S.B. provided
resources for and supervised the electrophysiology experiments. R.N. provided help with
mouse lines. H.S.G. conceptualised the project, designed experiments and supervised the
project. The manuscript was written by H.S.G. with inputs from all authors.

COMPETING INTERESTS
The authors declare no competing interests.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41398-021-01618-x.

Correspondence and requests for materials should be addressed to Hiyaa Singhee
Ghosh.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

D. Sarkar et al.

10

Translational Psychiatry          (2021) 11:494 

https://doi.org/10.1038/s41467-019-09234-6
https://doi.org/10.1038/s41467-019-09234-6
https://doi.org/10.1038/s41398-021-01618-x
http://www.nature.com/reprints
http://www.nature.com/reprints


Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/.

© The Author(s) 2021

D. Sarkar et al.

11

Translational Psychiatry          (2021) 11:494 

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Adult brain neurons require continual expression of the schizophrenia-risk gene Tcf4 for structural and functional integrity
	Introduction
	Results
	Tcf4 is expressed in excitatory and inhibitory neurons of the adult brain
	Tcf4 deletion in adult brain excitatory neurons results in increased baseline cFos activity
	Tcf4 deletion in adult brain excitatory neurons causes changes in membrane properties resulting in hyperexcitability of CA1 neurons
	Tcf4 deletion in adult brain excitatory neurons results in increased branching and spine counts in CA1 neurons
	Tcf4 deletion in adult brain excitatory neurons results in memory deficits
	Tcf4�suppresses membrane-related gene networks in excitatory mature neurons
	Tcf4 targets in mature neuron are distinct from its targets in the developing brain

	Discussion
	Materials and methods
	Mice
	Mice treatments
	Immunostaining
	Confocal imaging and analysis
	Morphometry
	Behaviour experiments
	Social behaviour test
	Contextual-fear-memory test (CFC)
	Open-field test

	Electrophysiology
	Neuron sorting by FACS
	RNA sequencing
	RNA sequencing data analysis

	Acknowledgements
	Author contributions
	Competing interests
	ADDITIONAL INFORMATION


