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Imbalance of excitatory/inhibitory synaptic protein
expression in iPSC-derived neurons from FOXG1+/−
patients and in foxg1+/− mice

Tommaso Patriarchi1,2, Sonia Amabile1, Elisa Frullanti3, Elisa Landucci1, Caterina Lo Rizzo1,
Francesca Ariani1,3, Mario Costa4,5, Francesco Olimpico4, Johannes W Hell2, Flora M Vaccarino6,7,
Alessandra Renieri*,1,3 and Ilaria Meloni1

Rett syndrome (RTT) is a severe neurodevelopmental disorder associated with mutations in either MECP2, CDKL5 or FOXG1.
The precise molecular mechanisms that lead to the pathogenesis of RTT have yet to be elucidated. We recently reported that

expression of GluD1 (orphan glutamate receptor δ-1 subunit) is increased in iPSC-derived neurons obtained from patients with

mutations in either MECP2 or CDKL5. GluD1 controls synaptic differentiation and shifts the balance between excitatory and

inhibitory synapses toward the latter. Thus, an increase in GluD1 might be a critical factor in the etiology of RTT by affecting

the excitatory/inhibitory balance in the developing brain. To test this hypothesis, we generated iPSC-derived neurons from

FOXG1+/− patients. We analyzed mRNA and protein levels of GluD1 together with key markers of excitatory and inhibitory

synapses in these iPSC-derived neurons and in Foxg1+/− mouse fetal (E11.5) and adult (P70) brains. We found strong

correlation between iPSC-derived neurons and fetal mouse brains, where GluD1 and inhibitory synaptic markers (GAD67 and

GABA AR-α1) were increased, whereas the levels of a number of excitatory synaptic markers (VGLUT1, GluA1, GluN1 and

PSD-95) were decreased. In adult mice, GluD1 was decreased along with all GABAergic and glutamatergic markers. Our findings

further the understanding of the etiology of RTT by introducing a new pathological event occurring in the brain of FOXG1+/−

patients during embryonic development and its time-dependent shift toward a general decrease in brain synapses.
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INTRODUCTION

Rett syndrome (RTT, OMIM #312750) is a severe neurodevelop-
mental disorder that affects ∼ 1 in 10 000 females. It is characterized
by cognitive impairment, autism-like features, stereotypic hand
movements, hypotonia, microcephaly and often epilepsy.1 Although
classic RTT is due to mutations in MECP2, variants of this disease
are caused by mutations in CDKL5 and FOXG1.2,3 In particular,
mutations in FOXG1 give raise to the congenital variant that shows
classic RTT features but earlier onset (first months of life).4,5

FOXG1 (also known as XBF-1) is a member of the winged-helix
gene family and is widely expressed in the forebrain at all develop-
mental stages and in adulthood. It functions as a transcriptional
repressor and is fundamental for normal brain development.6,7 The
generation of Foxg1 knockout mice showed that this gene is essential
for survival, as Foxg1− /− animals die at birth and have a dramatic
reduction in the size of brain hemispheres.8 Heterozygous Foxg1+/−

mice show remarkable alterations in their hippocampal structures and
contextual memory deficits.6,9 Numerous studies have shown that
FOXG1 is an important neurodevelopmental factor, in particular for
the telencephalon, where it is involved in the timing and specification
of the neuronal fate and essential for postmitotic neuronal
survival.10–13

The level of FoxG1 is tightly controlled. In fact, both heterozygous
FOXG1 duplication and deletion are associated with severe cognitive
impairment, loss of speech and developmental epilepsy.14,15 FOXG1
overexpression inhibits gliogenesis and promotes neurogenesis in
neural stem cells (NSCs); in fact, it can reprogram fibroblasts into
neural precursor-like cells when paired with PAX6 overexpression.16,17

On top of this, FoxG1 directly controls the levels of PAX6, another
transcription factor equally important for promoting NSC prolifera-
tion and inhibiting premature neuronal differentiation during early
forebrain development.18–25

The clinical overlap of symptoms between MECP2-, CDKL5- and
FOXG1-mutated RTT patients raises the possibility that they share a
common pathological mechanism. By studying patient-specific iPSC-
derived neurons with mutations in MECP2 or CDKL5, we recently
identified GRID1 (coding for GluD1, orphan glutamate receptor δ-1
subunit) as a common deregulated gene.26 Both mRNA and protein
levels of GRID1 are increased in mutated versus control neurons.
GluD1 shares homology with the other members of the ionotropic
glutamate receptor family but, in contrast to those, it does not appear
to form receptors that are able to conduct ions. Instead, it is emerging
as a synaptic cell adhesion protein that can induce formation of
synaptic structures.27 Recent evidence now indicates that GluD1 can
induce preferentially the formation of inhibitory GABAergic synapses
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by interacting with presynaptic neurexin in conjunction with
cerebellin.28,29 Another study directly links GluD1 to the formation
and maintenance of the excitatory synapses between parallel fibers
(PFs) and interneurons in the cerebellum that ultimately promotes the
survival of the inhibitory interneurons. In fact, GluD1− /− mice show a
marked reduction (35%) in the numbers of these inhibitory neurons
in the cerebellum.30 In addition, genetic variation in the GRID1
promoter is strongly associated with schizophrenia and autism.31,32

The increase in GluD1 levels observed in iPSC-derived RTT neurons
could therefore lead to an excitatory/inhibitory (E/I) imbalance in
synaptic or neuronal differentiation that may underlie RTT symptoms
such as cognitive impairment and autistic features. This possibility
seems even more likely as a gain-of-function mutation in another
transsynaptic adhesion molecule that acts similarly to GluD1 in
synapse differentiation, neuroligin 3 (NLG3), is associated with autism
spectrum disorders (ASDs).33,34 Neuroligin 3 is another postsynaptic
partner for presynaptic neurexins at excitatory and inhibitory
synapses.35 Transgenic mice carrying the same gain-of-function
mutation in Nlg3 as ASD patients have impaired social interactions
and increased inhibitory synaptic transmission but normal excitatory
transmission.34 Hence, we hypothesize that an E/I shift toward
inhibition occurring during early embryonic stages contributes to
the etiology of RTT. To determine whether GluD1 is upregulated in
FOXG1+/− neurons and whether this corresponds to increased
inhibition, we generated for the first time iPSCs from FOXG1+/−

patients and differentiated them into neurons. Using this patient-
derived human cellular model and a Foxg1+/− mouse model, we
analyzed both gene expression and protein levels of GRID1 together
with key excitatory and inhibitory synaptic markers.

MATERIALS AND METHODS

Generation and maintenance of FOXG1+/− iPS cells
The iPSCs were generated from fibroblasts of two patients referred to our
laboratory for genetic counseling and molecular diagnosis (http://www.biobank.
unisi.it/Elencorett.asp; patient codes 146 and 361, respectively). Following
informed consent signature, skin biopsies (∼3–4mm3) were performed using
the Punch Biopsy procedure. Fibroblasts were isolated and cultured according
to standard protocols.36 Cells at low passages (2–3) were used for reprogram-
ming following the procedure by Takahashi et al,37 using the four Yamanaka
retroviral vectors. The iPSCs were cultured on matrigel-coated (BD Biosciences,
Milano, Italy) cell culture plates in mTeSR1 medium (Stem Cell Technologies,
Grenoble, France), supplemented with 50U/ml penicillin and 50mg/ml
streptomycin. Cells were passed once every week using Dispase (Stem Cell
Technologies).

Neuronal differentiation of iPSCs
Neuronal differentiation was accomplished with a protocol that preferentially
directs the differentiation of iPSCs into forebrain neural progenitors.38 Briefly,
iPSCs were detached from the culture plate and forced to aggregate into EB-like
structures in Aggrewell plates (Stem Cell Technologies) with a medium
containing Noggin and DKK (200 ng/ml each) for 2 days. The cell aggregates
were then grown in suspension for 2 additional days in the same medium and
then allowed to attach onto matrigel for the formation of neuronal rosettes,
consisting of neuroepithelial cells arranged in a tubular structure. Rosettes
were manually picked, dissociated and expanded for isolation of neuronal
progenitors or subsequent terminal differentiation. In spite of the presence of
Noggin that should direct differentiation toward a forebrain fate, we obtained
heterogeneous cultures containing a variable percentage of nonneuronal cells.
Neuronal progenitors and neuronal cells were isolated for quantitative analyses
by immunomagnetic cell sorting with magnetic beads-conjugated antibodies
against PSA-NCAM and CD24, respectively (Miltenyi Biotec, Calderara di
Reno, Bologna, Italy).26,39

Immunofluorescence
The detailed protocol used for immunofluorescence staining of our cellular

cultures is provided in the Supplementary Materials.

Real-time qRT-PCR
The mRNA was extracted from iPSC-derived neuronal progenitors and

neurons with RNeasy mini kit (Qiagen, Milano, Italy). Quantitation was
performed using commercial TaqMan probes from Applied Biosystem

(Life Technologies, Monza, Italy) (GRID1 assay ID: Hs00324946_m1; GRIN1
assay ID: Hs00609561_m1; GRIA1 assay ID: Hs00990737_m1; VGLUT1:

Hs00220404_m1; VGLUT2 assay ID: Hs00220439_m1; GAD1 assay ID:
Hs01065893_m1). The cyclophilin (CYCLO) gene was used as a reference
(assay ID: Hs01565700_g1). Student’s t-test with a significance level of 95% was

used for the identification of statistically significant differences in expression
levels among different conditions.

Foxg1+/− mice
Animals were housed in a 12- h light/dark cycle with free access to food and
water. All Foxg1+/− mice used in this study were generated by heterozygous/

wild-type matings of the original Foxg1-cre background (C57BL/6J).40

C57BL/6J (wild type) mice were purchased from the Jackson Laboratories

(Bar Harbor, ME, USA). The 11.5 day-pregnant females were killed by cervical
dislocation. Forebrain regions of embryos aged E11.5 were carefully dissected
(under dissection microscope). Adult mice were anesthesized with isoflurane

before cervical dislocation. All brain tissues were immersed in a buffer
containing 0.01 M Tris/HCl, 1mM EGTA, 0.2 M sucrose and protease inhibitors

before being snap-frozen. All procedures were carried out in accordance with
the directives the European Community Council (86/609/EEC) and approved

by the Italian Ministry of Health.

Immunoblotting
Proteins from iPSC-derived neurons were extracted with 10-fold excess of RIPA

buffer. For protein extraction from mouse brains a Triton X-100-based lysis
buffer was used (see Supplementary Materials). Protease inhibitor cocktail

(Sigma, Milano, Italy) was added to all lysates. Lysates were cleared by
ultracentrifugation (200 000 g for 30min at 4 °C) before western blot analysis.

Statistical analysis
All data are presented as mean± SEM. The iPSC lines analyzed in this study
were generated from a total of two patients for both control and FOXG1+/−

condition. The number of iPSC lines analyzed for each condition is reported as
n in the bar graphs. For all statistical analyses, P-value was determined with
Student’s t-test using Graph Pad Prism 5.0 software (San Diego, CA, USA).

RESULTS

Generation and characterization of FOXG1+/− iPS cells
The iPSC lines used in this study were generated from two
female patients with mutations in FOXG1 (NM_005249.4). Patient 1
carrying c.765G4A (p.(Trp255*)) mutation has been previously
described.2 Patient 2 carried a genomic deletion (hg19 chr14:
g.28552714_29655318del) including the entire FOXG1 gene and a
locus that is transcribed into a noncoding RNA of unknown function
(C14orf23) (Decipher ID #314441). Clinical phenotype together with
the clinical severity scores of both patients is reported in
Supplementary Table S1. The newly reprogrammed cells assumed
the correct morphology (Supplementary Figure S1A), correctly
induced the expression of endogenous pluripotency genes (OCT4,
NANOG, DNMT1 and SOX2) and silenced the virally transduced
ones, as assessed by real time RT-PCR with the use of freshly
transduced fibroblasts as positive control (Supplementary Figures
S1B and C). All iPSC clones maintained normal molecular karyotype.
Direct sequencing (patient 1) and array-CGH (patient 2) demonstrates
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the expected FOXG1 alterations, confirming that clones were derived
from respective fibroblasts (Supplementary Figures S2 and S3).
Two clones from patient 1 (ID 156#14 and #16) and two clones

from patient 2 (ID 2362#5 and #9) were selected for subsequent
analyses. For comparison we used iPSCs derived from a normal male
(BJ; control 1) and clones from two different female MECP2-mutated
patients (ID 143#14 and 2271#2; controls 2 and 3) who showed
exclusive expression of the wild-type MECP2 allele because of
inactivation of the X chromosome with the mutant MECP2
(Supplementary Figure S4).

Neuronal differentiation from iPSCs
Neuronal differentiation of FOXG1-mutated iPSCs was performed
using a published protocol that allows directing the differentiation of
iPSCs into forebrain neural progenitors38 (Figure 1a). As expected, the
neurons obtained with this protocol are mainly glutamatergic (positive
staining for vesicular glutamate transporter 1 (VGLUT1)), although
some GABAergic neurons (positive staining for GAD65/67) are also
present (Figure 1b). The protocol results in heterogeneous cultures
containing a variable percentage of nonneuronal cells. In order to
isolate a pure population of neuronal progenitors and neurons for
subsequent quantitative analyses, we thus employed an immunomag-
netic cell sorting protocol based on the use of anti-PSA-NCAM
(neuronal progenitors) or anti-CD24 (neurons) antibodies conjugated
to magnetic beads.26,39

Increased GluD1 expression
We recently demonstrated that GluD1, which is encoded by GRID1
gene, is significantly overexpressed in neuronal precursors and mature
neurons from patients with mutations in both MECP2 and CDKL5.26

We thus performed in-depth analysis of GluD1 expression in FOXG1-
mutant cells. The mRNA levels for GRID1 showed a statistically
significant twofold increase in FOXG1+/− neurons (Figure 2a,
Po0.05). A statistically significant increase of GluD1 expression was

also seen at the protein level within these neurons (Figure 2b,
Po0.01).

Excitatory/inhibitory synaptic markers unbalance
Considering the involvement of GluD1 in the development of
excitatory and inhibitory synapses, we decided to evaluate the
expression of a panel of inhibitory and excitatory synaptic markers
through qRT-PCR and immunoblotting in terminally differentiated
FOXG1+/− neurons.
We quantified mRNA levels for the glutamatergic markers VGLUT1

and VGLUT2, which constitute the main two presynaptic vesicular
glutamate transporters, for GRIA1 encoding GluA1, one of the main
two subunits of the AMPA-type glutamate receptor (AMPAR), and for
GRIN1, encoding GluN1, which is a central subunit of all NMDA-type
glutamate receptors (NMDARs). The mRNA levels for all of these
proteins showed a clear and statistically significant reduction; the only
exception was VGLUT1 that did not reach statistical significance
(P= 0.09), although it also exhibited a clear trend toward down-
regulation (Figure 2c). At the same time, the mRNA levels of the
inhibitory synaptic gene GAD1, encoding GAD67 that encodes the
γ-aminobutyric acid (GABA)-synthesizing glutamate decarboxylase,
showed a statistically significant increase of approximately twofold
(Figure 2c, Po0.05).
To test whether these alterations in mRNA levels translate into

changes in the protein levels we performed immunoblotting for most
of these and a few other synaptic proteins. Once again, FOXG1+/−

neurons showed a remarkable statistically significant increase
(approximately twofold) in the two inhibitory synapse markers
analyzed, the presynaptic GAD67 and the postsynaptic GABAA

receptor subunit α1 (Figure 2d). Inversely, the protein levels of
presynaptic VGLUT1 and postsynaptic GluA1, GluN1 and PSD-95,
which is the central postsynaptic structural protein of glutamatergic
synapses, were significantly reduced (Figure 2d).

Figure 1 Neuronal differentiation of iPSCs. (a) Overview of the neuronal differentiation protocol; the timing of critical steps is indicated. Specifically, the
differentiation steps at which neuronal progenitors (PSA-NCAM+), differentiating (CD24+, d27/28 corresponding to day 15 of terminal differentiation)
and mature neurons (CD24+, d42/43 corresponding to day 30 of terminal differentiation) were isolated for quantitative analyses are indicated.
(b) Immunofluorescence analysis 24 h after dissociation of rosettes showed a large amount of dorsal telencephalic neural progenitors (NPCs day 12,
expressing Nestin and SOX1). Neural differentiation of these cells mainly leads to the formation of glutamatergic excitatory neurons (VGLUT1 staining), with
a small percentage of GABAergic inhibitory neurons (GAD65/67 staining). β3-Tubulin (TuJ1) is used as a marker to stain all neurons in terminally
differentiated cultures. DAPI was used to stain nuclei. Magnification: ×20.
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Figure 2 Messenger RNA and protein levels of GRID1 and key synaptic markers in control vs FOXG1+/− neurons. mRNA (a, c) and protein (b, d) levels of
GRID1 (a, b) and of selected excitatory and inhibitory markers (c, d) were evaluated. GRIN1 encodes the NMDAR subunit GluN1, GRIA1 the AMPAR subunit
GluA1, VGLUT1 and VGLUT2 the two vesicular glutamate transporters and GAD1 the GABA-synthesizing GAD67. To measure mRNA levels, real-time qRT-
PCR was performed in three independent neuronal cultures obtained from one iPS clone per condition (one clone from each mutated patient and one control
clone). Values in the y axis represent 2exp (-ddCt). Protein levels were determined by immunoblotting and quantified with Photoshop CS3 software (Adobe,
San Josè, CA, USA); values on the y axis are the averages of signal ratio intensity expressed in arbitrary units. The number of different iPS clones analyzed is
shown as n. Statistical significance was determined with Student’s t-test (*Po0.05, **Po0.01, ***Po0.0005). The decrease in VGLUT1 mRNA did not
reach statistical significance but was substantial (P=0.09).
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Longitudinal analysis
It has been demonstrated that FOXG1 plays an essential role in
regulating timing and specification of the neuronal fate;10–13,41 in
particular, a progressive slowing of proliferation and precocious
neurogenesis is observed in embryonic Foxg1− /− mouse brain whereas
subtler and later alterations are observed in Foxg1+/− brain. As a
consequence, we decided to investigate the possibility that the
observed imbalance between excitatory and inhibitory markers
resulted from a precocious onset of neuronal differentiation in
mutated cells, resulting in an excitation/inhibition ratio typical of

more mature cultures. To this aim, we performed a longitudinal
analysis by immunoblotting on lysates from neuronal progenitors,
differentiating neurons (CD24+ at day 15 from the onset of terminal
differentiation) and terminally differentiated cells to evaluate the
evolution of marker expression along the differentiation process
(Figure 3). Expression of the ventral progenitors marker NKX2.1
was higher in FOXG1+/− progenitors compared with control cells; its
expression disappeared in differentiating neurons, irrespective of the
genotype. All neuronal markers were absent at the progenitor stage
and progressively increased from day 15 to day 30 of neuronal
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Figure 3 Longitudinal analysis of protein marker levels at different time points during neuronal differentiation. Protein levels of synaptic markers and
transcription factors involved in neural differentiation were compared between control (black bars) and mutant cells (gray bars) across three different stages
of in vitro neural differentiation: day 0 (neural progenitor cells), day 15 (intermediate differentiation) and day 30 (mature differentiated neurons). Each lane
was loaded with equal amounts of proteins (50 μg). Statistical significance was determined using unpaired Student’s t-test (*Po0.05; **Po0.01).
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differentiation, with the exception of GluD1 and VGLUT1 that peaked
at day 15; for GAD67, protein levels in control cells decreased from
day 15 to day 30, whereas in FOXG1+/− cells the levels continue to
grow. Comparison of control (black lane) and FOXG1+/− (gray lane)
cells confirmed that overexpression of inhibitory markers and down-
regulation of excitatory ones is stably maintained throughout the
differentiation for all analyzed proteins.

Synaptic marker analysis in Foxg1+/− mouse brain
In order to strengthen a potentially causative relationship between
FOXG1 mutations and GluD1 upregulation, we decided to look at
GluD1 expression levels in a Foxg1+/− mouse model. In order to
mirror the developmental stage thought to be represented by the
iPSC-derived neurons, we analyzed fetal mouse brains from develop-
mental day E11.5. By comparing protein extracts from Foxg1+/−

brains and litter-matched wild-type controls we observed a statistically
significant increase in GluD1 levels (Figure 4).
We then quantified the various synaptic markers in the same set of

samples. Remarkably, the protein levels of all synaptic markers
followed a very similar pattern to what was observed in the iPSC-
derived neuronal cells, with a significant increase in Gad67 and
GABAA receptor α1 levels and decrease in Vglut1, Psd-95 and GluA1
levels (Figure 4).
To know whether the changes in synaptic markers observed in

Foxg1+/− fetal brains were only present during development or
maintained into adulthood, we also analyzed adult brains (P70) from

Foxg1+/− mice. To our surprise, the levels of GluD1 and of all
inhibitory and excitatory synaptic markers analyzed were significantly
reduced in adult Foxg1+/− mice versus their litter-matched wild-type
controls (Figure 5).

DISCUSSION

RTT is a severe neurodevelopmental disorder primarily due to
mutations in MECP2. However, variants of this disease are also
associated with mutations in either CDKL5 or FOXG1. Patients with
mutations in FOXG1 are of particular interest because they lack the
period of apparent normal development typical of classic RTT
(therefore named the congenital variant).1,2

We generated for the first time neuronal cells from iPSCs obtained
from individuals with FOXG1 mutations and used them as an in vitro
disease model to identify a potential disease mechanism in the
congenital variant of RTT. Gene expression analysis in our FOXG1+/−

iPSC-derived neurons showed an increase in GRID1 mRNA levels as
compared with controls (Figure 2a). This increase translated into an
increase in GluD1 protein levels (Figure 2b). These data show for the
first time that GluD1 is deregulated not only in classic RTT and the
early-onset seizures RTT variant but also in the congenital variant due
to FOXG1 mutations, thus representing the first common alteration in
cells with mutations in all genes associated with RTT spectrum
disorders. Interestingly, genetic variation in the GRID1 gene has been
strongly associated with schizophrenia, supporting the idea that this
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each condition is reported as n. Statistical significance was determined with Student’s t-test (*Po0.05, **Po0.01).
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synaptic protein may be a general risk factor for neuropsychiatric
disorders.
GluD1 is thought to be a synaptic adhesion molecule that can drive

synaptic differentiation preferentially toward an inhibitory fate.28,29 In
addition, a recent study has identified GluD1 as a critical factor in the
development and survival of inhibitory interneurons, as GluD1 KO
mice have a profound loss of inhibitory cerebellar interneurons.30

Therefore, we hypothesized that the increase in GluD1 levels in
FOXG1+/− RTT neurons may correlate with an increase in the balance
of inhibitory vs excitatory synapses. To test and gather evidence in
support of our hypothesis, we selected two of the most representative
inhibitory synaptic markers: presynaptic GAD67 (glutamate decarbox-
ylase, coded by the gene GAD1) that synthesizes GABA, the main
inhibitory neurotransmitter in the central nervous system, and the
postsynaptic GABAA receptor α1 subunit. Consistent changes in pre-
and postsynaptic markers would instill confidence in the likely
alteration of inhibitory transmission. Moreover, recent work has
flagged GAD1 as a gene of special interest for RTT as the transcrip-
tional regulator MeCP2 directly binds to the GAD1 promoter.42 Our
results show a profound upregulation of GAD1 mRNA in differen-
tiated FOXG1+/− neurons that was confirmed at the protein level in
the same neurons (Figures 2c and d). In addition, GABAA receptor α1
protein levels were significantly higher in mutant neurons as com-
pared with the control lines (Figure 2d). Thus, both pre- and
postsynaptic inhibitory markers show the same upregulation as
GluD1, indicating that FOXG1+/− neurons have the propensity to
form more inhibitory synapses (see model in Figure 6). At the same
time, mRNA and protein levels were consistently reduced for several
key excitatory synaptic markers, including VGLUT1, the AMPA-type
glutamate receptor subunits GluA1, the NMDA-type receptor subunit

GluN1 and the excitatory post-synaptic scaffold protein PSD-95
(Figures 2c and d). These data support our hypothesis of a shift in
the synaptic balance toward inhibition in FOXG1-mutant neurons (see
model in Figure 6). Considering the correlation between the imbal-
ance in synaptic markers and the upregulation of GluD1 levels in
FOXG1 mutant neurons and the function of GluD1 in promoting
inhibitory synapses, it is tempting to speculate that GluD1 might play
a direct role in causing this imbalance; however, at the moment, a
direct link between the two events has yet to be established and further
experiments will be necessary to determine whether a cause–conse-
quence relation links GluD1 upregulation and the excess inhibitory
synaptic markers observed in FOXG1+/− neurons.
The idea of an over-inhibition as a possible pathological mechanism

in RTT is not completely new. In fact, it had been previously
introduced by a study on Mecp2-mutant mice lacking epilepsy, where
electrophysiological analysis of miniature excitatory postsynaptic
currents (mEPSCs) and miniature inhibitory postsynaptic currents
(mIPSCs) revealed a reduction in excitatory but not in the inhibitory
neuronal activity, resulting in an E/I unbalance in favor of inhibition.43

In addition, a more recent study using human iPSC-derived RTT
neurons with mutations in CDKL5 described a reduction in excitatory
synaptic markers that was recapitulated by knockdown of Cdkl5 in rat
primary hippocampal cultures. The same study showed how knock-
down of Cdkl5 in rat neurons also induced a reduction in the
excitatory but not in the inhibitory neuronal activity, as measured by
mEPSCs and mIPSCs, reinstating again the possibility of an over-
inhibition in the pathogenesis of RTT.44 In support of the over-
inhibition hypothesis, two recent studies in mouse models already
showed how chronic treatment with GABAA receptor antagonists at
nonepileptic doses can rescue some behavioral phenotypes, such as
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motor coordination, episodic memory and synaptic plasticity, in both
Mecp2 duplication syndrome and Down syndrome.45,46

The common presence of seizures in the congenital variant of RTT
may seem paradoxical to the hypothesis of increased inhibition.
However, at least in the hippocampus of Mecp2-null mice it has been
shown that a reduction in the basal excitatory tone decreases the brake
on the rhythmic field potential activity of the neuronal networks that
represents the outcome of both excitatory and inhibitory inputs. As a
result, the overall hippocampal circuitry is more susceptible to
excitatory stimuli, a condition that may be predisposing to
seizures.47

Our recent work has shown how iPSC-derived neurons are more
likely to model the early stages of neural development rather than the
adult neural circuitry. In fact, comparing the transcriptome of human
neurons derived from iPSCs with that of human neurons from
postmortem samples at various stages of development, we found
maximum correlation between the in vitro derived neurons and
neurons of 10-week-old human fetuses.48,49 To confirm our findings
in an in vivo model, we thus decided to analyze the same set of
synaptic markers in Foxg1+/− mouse brains from similar embryonic
stages (E11.5).50,51 The increase in GluD1 protein levels, initially
determined in iPSC-derived FOXG1+/− neurons, was also found in
the embryonic brains of Foxg1+/− mice (Figure 4). Moreover, the
expression patterns of all the synaptic markers analyzed in the human-
derived neuronal cells were mirrored in the E11.5 embryonic brains
from Foxg1+/− mice (Figure 4). The high correspondence in synaptic

marker levels between the cellular and the animal model are the
biochemical signature, confirming that iPSC-derived neurons best
represent a specific stage of embryonic development (corresponding
approximately to E11.5 in mice). The increase in GABAergic synaptic
markers concurrent with the decrease in glutamatergic markers further
supports our hypothesis of a shift toward inhibitory transmission in
FOXG1 mutants and more generally all known RTT mutations.
FoxG1 is known to play an essential function in the early phases of

telencephalon development; in Foxg1− /− mice, an abnormal progres-
sive lengthening of cell cycle and precocious neurogenesis are observed
as early as E10.5 and become evident at E11.5 in dorsal telencephalon,
whereas no alteration is observed at earlier developmental phases
(E9.5).13 Considering that this is the stage of embryonic development
that more closely correlates to our neurons, the observed excitation/
inhibition imbalance could theoretically be the consequence of an
alteration of the differentiation progression in mutated cells. In order
to evaluate this possibility, we thus decided to also check marker
expression in neuronal progenitors and in differentiating neurons
at an intermediate time point (day 15) during the differentiation
process. Our results indicate that the excitation/inhibition imbalance
is consistently maintained during differentiation (Figure 3).
Consequently, our observations suggest that the GABA/glutamate
imbalance does not arise from an alteration in the timing of the
differentiation process, but is a consequence of a shift of neuronal
differentiation producing an excess of inhibitory neurons. However,
more detailed analyses on cells at additional time points during the
differentiation process will be necessary to confirm these results.
To test how the synaptic imbalance observed in fetal Foxg1+/−

brains is affecting the synaptic balance in fully developed adult stages,
we performed the same analysis of synaptic markers in adult (P70)
Foxg1+/− mouse brains. In contrast to the developing brains, adult
Foxg1+/− brains show a strong decrease in GluD1 and all the
inhibitory and excitatory markers analyzed (Figure 5). This difference
is presently difficult to explain. However, it is possible that the
extensive neuronal apoptosis and synaptic pruning events that are
known to occur in the brain during the perinatal period might result
in an alteration of the previously established excitation/inhibition
ratio, leading to the observed general decrease.52,53

In line with our model, a recent study showed that mice in which a
loss of MeCP2 was introduced only in a specific subset of forebrain
GABAergic neurons recapitulate many of the phenotypes associated
with RTT.54 Interestingly, at an adult stage these animals showed a
reduced inhibitory tone determined as a reduction in the expression of
the GAD1 and GAD2 genes, as well as in GABA levels and inhibitory
quantal size.54 Other studies have also found a reduction in GAD1 and
GAD2 levels in post-mortem tissue from schizophrenic and autistic
patients.55,56 To further complicate the situation, another study on
MeCP2-deficient mice after analyzing both the GABA and glutamate
neurotransmitter levels together with the mRNA and protein levels of
key GABAergic and glutamatergic synaptic proteins showed how
alterations of the GABAergic system may follow opposite directions
depending on the age of the mice and on the brain region analyzed.57

Similarly, opposite effects were also observed in the levels of excitatory
synaptic markers in different brain areas of adult Grid1 KO animals
that accompanied a series of behavioral defects.58 It is thus likely that
disruptions in the excitatory/inhibitory balance during early phases of
brain development may influence or even induce more complex and
region-specific alterations of both excitatory and inhibitory circuits in
the adult brain.
In conclusion, here we provided biochemical evidence that
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Figure 6 Model of excitatory/inhibitory synaptic imbalances in FOXG1+/−

neurons. Schematic model depicting possible scenarios of synaptic
connectivity in FOXG1+/− neurons during embryonic brain development and
in the adult brain. (a) Monoallelic mutations/deletions in FOXG1 directly or
indirectly cause an upregulation of GluD1 protein levels in both iPSC-derived
neurons and fetal Foxg1+/− mouse brains that in turn might contribute to
disrupt the synaptic balance toward inhibition. (b) In adult Foxg1+/− mouse
brains both excitatory and inhibitory synapses could be reduced. In this
model, the altered levels of inhibitory and excitatory synapses mirrors the
alterations in the levels of pre- and postsynaptic markers experimentally
observed.
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development (corresponding approximately to E11.5 in mice). By
taking advantage of both a cellular and an animal model, we identified
a synaptic imbalance toward inhibition as a possible new pathological
event occurring in the brain of FOXG1+/− patients during embryonic
development and its time-dependent shift toward a general decrease of
brain synapses. Additional studies will need to clarify whether GluD1
levels are directly controlled by FOXG1 and whether they directly
regulate the excitatory/inhibitory balance, and this would open the
pharmacological modulation of GluD1 or GABAA receptors as a
possible strategy in RTT treatment.

CONFLICT OF INTEREST

The authors declare no conflict of interest.

ACKNOWLEDGEMENTS

The “Cell lines and DNA bank of Rett Syndrome, X-linked mental retardation and
other genetic diseases”, member of the Telethon Network of Genetic Biobanks
(project no. GTB12001), funded by Telethon Italy, and of the EuroBioBank
network and the “Associazione Italiana Rett O.N.L.U.S.”, provided us with
specimens. We acknowledge the following grant support: NIMH MH089176
and MH087879 from the National Institute of Health (NIH) USA to FMV. We
thank Livia Tomasini and Jessica Mariani (Child Study Center, Yale University,
USA) for their help. This work was supported by Telethon (GGP09117 to AR),
Italian Health Ministry (RF-2010-2317597 to AR) and the National Institutes of
Health (R01NS078792 to JWH).

1 Chahrour M, Zoghbi HY: The story of Rett syndrome: from clinic to neurobiology.
Neuron 2007; 56: 422–437.

2 Ariani F, Hayek G, Rondinella D et al: FOXG1 is responsible for the congenital variant of
Rett syndrome. Am J Hum Genet 2008; 83: 89–93.

3 Bertani I, Rusconi L, Bolognese F et al: Functional consequences of mutations in
CDKL5, an X-linked gene involved in infantile spasms and mental retardation. J Biol
Chem 2006; 281: 32048–32056.

4 Mencarelli MA, Spanhol-Rosseto A, Artuso R et al: Novel FOXG1 mutations associated
with the congenital variant of Rett syndrome. J Med Genet 2010; 47: 49–53.

5 Le Guen T, Bahi-Buisson N, Nectoux J et al: A FOXG1 mutation in a boy with congenital
variant of Rett syndrome. Neurogenetics 2011; 12: 1–8.

6 Tian C, Gong Y, Yang Y et al: Foxg1 has an essential role in postnatal development of
the dentate gyrus. J Neurosci 2012; 32: 2931–2949.

7 Eagleson KL, Schlueter McFadyen-Ketchum LJ, Ahrens ET et al: Disruption of Foxg1
expression by knock-in of cre recombinase: effects on the development of the mouse
telencephalon. Neuroscience 2007; 148: 385–399.

8 Xuan S, Baptista CA, Balas G, Tao W, Soares VC, Lai E: Winged helix transcription
factor BF-1 is essential for the development of the cerebral hemispheres. Neuron 1995;
14: 1141–1152.

9 Shen L, Nam HS, Song P, Moore H, Anderson SA: FoxG1 haploinsufficiency results in
impaired neurogenesis in the postnatal hippocampus and contextual memory deficits.
Hippocampus 2006; 16: 875–890.

10 Esmailpour T, Huang TS: TBX3 promotes human embryonic stem cell proliferation and
neuroepithelial differentiation in a differentiation stage-dependent manner. Stem Cells
2012; 30: 2152–2163.

11 Shibata M, Kurokawa D, Nakao H, Ohmura T, Aizawa S: MicroRNA-9 modulates
Cajal-Retzius cell differentiation by suppressing Foxg1 expression in mouse medial
pallium. J Neurosci 2008; 28: 10415–10421.

12 Dastidar SG, Landrieu PM, D'Mello SR: FoxG1 promotes the survival of postmitotic
neurons. J Neurosci 2011; 31: 402–413.

13 Martynoga B, Morrison H, Price DJ, Mason JO: Foxg1 is required for specification of
ventral telencephalon and region-specific regulation of dorsal telencephalic precursor
proliferation and apoptosis. Dev Biol 2005; 283: 113–127.

14 Brunetti-Pierri N, Paciorkowski AR, Ciccone R et al: Duplications of FOXG1 in 14q12
are associated with developmental epilepsy, mental retardation, and severe speech
impairment. Eur J Hum Genet 2011; 19: 102–107.

15 Pontrelli G, Cappelletti S, Claps D et al: Epilepsy in patients with duplications of
chromosome 14 harboring FOXG1. Pediatr Neurol 2014; 50: 530–535.

16 Brancaccio M, Pivetta C, Granzotto M, Filippis C, Mallamaci A: Emx2 and
Foxg1 inhibit gliogenesis and promote neuronogenesis. Stem Cells 2010; 28:
1206–1218.

17 Raciti M, Granzotto M, Duc MD et al: Reprogramming fibroblasts to neural-precursor-
like cells by structured overexpression of pallial patterning genes. Mol Cell Neurosci
2013; 57: 42–53.

18 Fasano CA, Phoenix TN, Kokovay E et al: Bmi-1 cooperates with Foxg1 to maintain
neural stem cell self-renewal in the forebrain. Genes Dev 2009; 23: 561–574.

19 Yadirgi G, Leinster V, Acquati S, Bhagat H, Shakhova O, Marino S:
Conditional activation of Bmi1 expression regulates self-renewal, apoptosis, and
differentiation of neural stem/progenitor cells in vitro and in vivo. Stem Cells 2011; 29:
700–712.

20 Regad T, Roth M, Bredenkamp N, Illing N, Papalopulu N: The neural progenitor-
specifying activity of FoxG1 is antagonistically regulated by CKI and FGF. Nat Cell Biol
2007; 9: 531–540.

21 Manuel MN, Martynoga B, Molinek MD et al: The transcription factor Foxg1 regulates
telencephalic progenitor proliferation cell autonomously, in part by controlling Pax6
expression levels. Neural Dev 2011; 6: 9.

22 Pratt T, Quinn JC, Simpson TI, West JD, Mason JO, Price DJ: Disruption of early events
in thalamocortical tract formation in mice lacking the transcription factors Pax6
or Foxg1. J Neurosci 2002; 22: 8523–8531.

23 Pratt T, Vitalis T, Warren N, Edgar JM, Mason JO, Price DJ: A role for Pax6 in the
normal development of dorsal thalamus and its cortical connections. Development
2000; 127: 5167–5178.

24 Talamillo A, Quinn JC, Collinson JM et al: Pax6 regulates regional development and
neuronal migration in the cerebral cortex. Dev Biol 2003; 255: 151–163.

25 Tyas DA, Pearson H, Rashbass P, Price DJ: Pax6 regulates cell adhesion during cortical
development. Cereb Cortex 2003; 13: 612–619.

26 Livide G, Patriarchi T, Amenduni M et al: GluD1 is a common altered player in neuronal
differentiation from both MECP2-mutated and CDKL5-mutated iPS cells. Eur J Hum
Genet 2015; 23: 195–201.

27 Kuroyanagi T, Yokoyama M, Hirano T: Postsynaptic glutamate receptor delta family
contributes to presynaptic terminal differentiation and establishment of synaptic
transmission. Proc Natl Acad Sci USA 2009; 106: 4912–4916.

28 Yasumura M, Yoshida T, Lee SJ, Uemura T, Joo JY, Mishina M: Glutamate receptor
delta1 induces preferentially inhibitory presynaptic differentiation of cortical neurons
by interacting with neurexins through cerebellin precursor protein subtypes.
J Neurochem 2012; 121: 705–716.

29 Ryu K, Yokoyama M, Yamashita M, Hirano T: Induction of excitatory and inhibitory
presynaptic differentiation by GluD1. Biochem Biophys Res Commun 2012; 417:
157–161.

30 Konno K, Matsuda K, Nakamoto C et al: Enriched expression of GluD1 in higher brain
regions and its involvement in parallel fiber-interneuron synapse formation in the
cerebellum. J Neurosci 2014; 34: 7412–7424.

31 Cooper GM, Coe BP, Girirajan S et al: A copy number variation morbidity map of
developmental delay. Nat Genet 2011; 43: 838–846.

32 Treutlein J, Muhleisen TW, Frank J et al: Dissection of phenotype reveals possible
association between schizophrenia and Glutamate Receptor Delta 1 (GRID1) gene
promoter. Schizophr Res 2009; 111: 123–130.

33 Pizzarelli R, Cherubini E: Alterations of GABAergic signaling in autism spectrum
disorders. Neural Plast 2011; 2011: 297153.

34 Tabuchi K, Blundell J, Etherton MR et al: A neuroligin-3 mutation implicated
in autism increases inhibitory synaptic transmission in mice. Science 2007; 318:
71–76.

35 Foldy C, Malenka RC, Sudhof TC: Autism-associated neuroligin-3 mutations commonly
disrupt tonic endocannabinoid signaling. Neuron 2013; 78: 498–509.

36 Dracopoli N, Haines J, Korf B et al: Current Protocols in Molecular Biology. Hoboken,
NJ, USA: John Wiley & Son, 2000.

37 Takahashi K, Tanabe K, Ohnuki M et al: Induction of pluripotent stem cells from adult
human fibroblasts by defined factors. Cell 2007; 131: 861–872.

38 Kim JE, O'Sullivan ML, Sanchez CA et al: Investigating synapse formation and function
using human pluripotent stem cell-derived neurons. Proc Natl Acad Sci USA 2011;
108: 3005–3010.

39 Yuan SH, Martin J, Elia J et al: Cell-surface marker signatures for the isolation of neural
stem cells, glia and neurons derived from human pluripotent stem cells. PLoS One
2011; 6: e17540.

40 Hebert JM, McConnell SK: Targeting of cre to the Foxg1 (BF-1) locus mediates loxP
recombination in the telencephalon and other developing head structures. Dev Biol
2000; 222: 296–306.

41 Siegenthaler JA, Tremper-Wells BA, Miller MW: Foxg1 haploinsufficiency reduces the
population of cortical intermediate progenitor cells: effect of increased p21 expression.
Cereb Cortex 2008; 18: 1865–1875.

42 Zhubi A, Chen Y, Dong E, Cook EH, Guidotti A, Grayson DR: Increased
binding of MeCP2 to the GAD1 and RELN promoters may be mediated by an
enrichment of 5-hmC in autism spectrum disorder (ASD) cerebellum. Transl Psychiatry
2014; 4: e349.

43 Dani VS, Chang Q, Maffei A, Turrigiano GG, Jaenisch R, Nelson SB: Reduced
cortical activity due to a shift in the balance between excitation and inhibition
in a mouse model of Rett syndrome. Proc Natl Acad Sci USA 2005; 102:
12560–12565.

44 Ricciardi S, Ungaro F, Hambrock M et al: CDKL5 ensures excitatory synapse stability by
reinforcing NGL-1-PSD95 interaction in the postsynaptic compartment and is impaired
in patient iPSC-derived neurons. Nat Cell Biol 2012; 14: 911–923.

45 Fernandez F, Morishita W, Zuniga E et al: Pharmacotherapy for cognitive impairment in
a mouse model of Down syndrome. Nat Neurosci 2007; 10: 411–413.

46 Na ES, Morris MJ, Nelson ED, Monteggia LM: GABAA receptor antagonism ameliorates
behavioral and synaptic impairments associated with MeCP2 overexpression.
Neuropsychopharmacology 2014; 39: 1946–1954.

47 Zhang L, He J, Jugloff DG, Eubanks JH: The MeCP2-null mouse hippocampus displays
altered basal inhibitory rhythms and is prone to hyperexcitability. Hippocampus 2008;
18: 294–309.

Synaptic protein imbalance in FOXG1+/− neurons
T Patriarchi et al

879

European Journal of Human Genetics



48 Mariani J, Simonini MV, Palejev D et al: Modeling human cortical development
in vitro using induced pluripotent stem cells. Proc Natl Acad Sci USA 2012; 109:
12770–12775.

49 Compagnucci C, Nizzardo M, Corti S, Zanni G, Bertini E: In vitro neurogenesis:
development and functional implications of iPSC technology. Cell Mol Life Sci 2014;
71: 1623–1639.

50 Kaufman MH: The Atlas of Mouse Development. London, San Diego: Academic Press,
1992.

51 O'Rahilly R: Early human development and the chief sources of information on staged
human embryos. Eur J Obstet Gynecol Reprod Biol 1979; 9: 273–280.

52 Abitz M, Nielsen RD, Jones EG, Laursen H, Graem N, Pakkenberg B: Excess of neurons
in the human newborn mediodorsal thalamus compared with that of the adult. Cereb
Cortex 2007; 17: 2573–2578.

53 Chechik G, Meilijson I, Ruppin E: Synaptic pruning in development: a computational
account. Neural Comput 1998; 10: 1759–1777.

54 Chao HT, Chen H, Samaco RC et al: Dysfunction in GABA signalling mediates
autism-like stereotypies and Rett syndrome phenotypes. Nature 2010; 468:
263–269.

55 Akbarian S, Kim JJ, Potkin SG et al: Gene-expression for glutamic-acid decarboxylase is
reduced without loss of neurons in prefrontal cortex of schizophrenics. Arch Gen
Psychiatry 1995; 52: 258–266.

56 Fatemi SH, Halt AR, Stary JM, Kanodia R, Schulz SC, Realmuto GR: Glutamic acid
decarboxylase 65 and 67 kDa proteins are reduced in autistic parietal and cerebellar
cortices. Biol Psychiatry 2002; 52: 805–810.

57 El-Khoury R, Panayotis N, Matagne V, Ghata A, Villard L, Roux JC: GABA and glutamate
pathways are spatially and developmentally affected in the brain of Mecp2-
deficient mice. PLoS One 2014; 9: e92169.

58 Yadav R, Gupta SC, Hillman BG, Bhatt JM, Stairs DJ, Dravid SM: Deletion of glutamate
delta-1 receptor in mouse leads to aberrant emotional and social behaviors. PLoS One
2012; 7: e32969.

Supplementary Information accompanies this paper on European Journal of Human Genetics website (http://www.nature.com/ejhg)

Synaptic protein imbalance in FOXG1+/− neurons
T Patriarchi et al

880

European Journal of Human Genetics


	Imbalance of excitatory/inhibitory synaptic protein expression in iPSC-derived neurons from FOXG1+/− patients and in foxg1+/− mice
	Introduction
	Materials and methods
	Generation and maintenance of FOXG1+/− iPS cells
	Neuronal differentiation of iPSCs
	Immunofluorescence
	Real-time qRT-PCR
	Foxg1+/− mice
	Immunoblotting
	Statistical analysis

	Results
	Generation and characterization of FOXG1+/− iPS cells
	Neuronal differentiation from iPSCs
	Increased GluD1 expression
	Excitatory/inhibitory synaptic markers unbalance
	Longitudinal analysis
	Synaptic marker analysis in Foxg1+/− mouse brain

	Discussion
	Acknowledgements
	Note
	References




