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Abstract

Absence of presynaptic protein MUNC18-1 (gene: Stxbp1) leads to neuronal cell death at an immature stage
before synapse formation. Here, we performed transcriptomic and proteomic profiling of immature Stxbp1
knock-out (KO) cells to discover which cellular processes depend on MUNC18-1. Hippocampi of Stxbp1 KO
mice showed cell type-specific dysregulation of 2123 transcripts primarily related to synaptic transmission and
immune response. To further investigate direct, neuron-specific effects of MUNC18-1 depletion, a proteomic
screen was performed on murine neuronal cultures at two developmental timepoints before onset of neuron
degeneration. 399 proteins were differentially expressed, which were primarily involved in synaptic function
(especially synaptic vesicle exocytosis) and neuron development. We further show that many of the downregu-
lated proteins on loss of MUNC18-1 are normally upregulated during this developmental stage. Thus, absence
of MUNC18-1 extensively dysregulates the transcriptome and proteome, primarily affecting synaptic and
developmental profiles. Lack of synaptic activity is unlikely to underlie these effects, as the changes were ob-
served in immature neurons without functional synapses, and minimal overlap was found to activity-dependent
proteins. We hypothesize that presence of MUNC18-1 is essential to advance neuron development, serving as
a “checkpoint” for neurons to initiate cell death in its absence.
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Significance Statement

Presynaptic protein MUNC18-1 is essential for neuronal functioning. Pathogenic variants in its gene,
STXBP1, are among the most common found in patients with developmental delay and epilepsy. To discern
the pathogenesis in these patients, a thorough understanding of MUNC18-1’s function in neurons is re-
quired. Here, we show that loss of MUNC18-1 results in extensive dysregulation of synaptic and develop-
mental proteins in immature neurons before synapse formation. Many of the downregulated proteins are
normally upregulated during this developmental stage. This indicates that MUNC18-1 is a critical regulator
of neuronal development, which could play an important role in the pathogenesis of STXBP1 variant
carriers.
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Introduction
The presynaptic protein MUNC18-1 (encoded by the

gene Stxbp1) is implicated in SNARE-mediated fusion of
synaptic and dense-core vesicles (Verhage et al., 2000;
Puntman et al., 2021). Its absence not only arrests vesicle
exocytosis, it also triggers extensive cell-autonomous
neurodegeneration (Verhage et al., 2000; Heeroma et al.,
2004). Remarkably, MUNC18-1’s role in neuronal viability
is independent from its known function in vesicle exocyto-
sis. Viability but not vesicle exocytosis is rescued on ex-
pression of noncognate paralogs (Santos et al., 2017;
Puntman et al., 2021). Moreover, depletion of other pre-
synaptic proteins essential for synaptic transmission,
MUNC13 and VAMP2, does not result in degeneration
(Schoch, 2001; Varoqueaux et al., 2002). Lastly, degener-
ation in vitro occurs before neurons have formed synap-
ses and hence before synaptic transmission (Verhage et
al., 2000). It remains to be elucidated why neuronal viabil-
ity critically depends on MUNC18-1 expression.
Interestingly, neuronal cell death in Stxbp1 null mutant

[knock-out (KO)] brains follows a developmental pattern,
starting at lower brain areas that mature first and gradually
moves to higher brain areas that develop last (Verhage
et al., 2000). A histochemical time series of Stxbp1 KO
brains showed that neurogenesis, overall organization,
and early neuron differentiation are unaffected whereas
at later time points [embryonic day (E)18] Stxbp1 KO
neurons fall behind in maturation (Verhage et al., 2000;
Bouwman et al., 2004). E18 primary KO neurons can be
maintained in culture, but are smaller in size, demonstrate
reduced neurite outgrowth, and die after 3 d in vitro (DIV;
Broeke et al., 2010; Santos et al., 2017). Conversely, pri-
mary cultures of E14 brains can be maintained in culture
for 7 d (Santos et al., 2017). Together, these observations
suggest that MUNC18-1 becomes critically involved in a
process during neuron development which is distinct
from its established role in synaptic transmission and is
essential for neurons to survive.
To uncover which cellular processes become affected in

the absence of MUNC18-1, transcriptomic and proteomic
profiling was performed on Stxbp1 KO mice shortly before

the moment of cell death. We show that MUNC18-1 deple-
tion strongly impacts the hippocampal transcriptome, and
primarily affects transcripts related to synaptic transmis-
sion in neuronal cell types and immune response in non-
neuronal cells. Mass spectrometry proteomics on neuron-
specific primary cultures showed that loss of MUNC18-1 re-
sults in dysregulation of 399 proteins which are primarily in-
volved in synaptic function and neuron development. High
overlap was observed between downregulated proteins in
Stxbp1 KO neurons and proteins typically upregulated dur-
ing this developmental stage. The proteomic changes
showedminimal overlap to synaptic activity-dependent pro-
teins. Together, these data demonstrate that MUNC18-1
regulates expression levels of an extensive set of synaptic
and developmental proteins during neuronal development.

Materials and Methods
Animals
Munc18-1 KO mice were generated as described previ-

ously (Verhage, 2000). Briefly, exons 2–6 were replaced
with a neomycin resistance gene by homologous recom-
bination, resulting in complete depletion of MUNC18-1
expression. Since depletion of MUNC18-1 is lethal on
birth, KO mice were generated by crossing heterozygous
mice. On E18 of pregnancy, mice were killed, and pups of
either sex were obtained by caesarean section. Animals
were housed and bred according to Institutional and
Dutch governmental guidelines.

RNA isolation
Hippocampi from E18 wild-type (WT) and Stxbp1 KO lit-

termates were collected and snap-frozen in liquid nitro-
gen. Tissue was homogenized on ice. RNA isolation was
performed using TRIzol and RNeasy Micro kit (QIAGEN).
RNA sample quality was assessed on a NanoDrop 2000
spectrophotometer (ThermoScientific).

Neuronal cultures
Cortices were obtained from littermate-matched E18

wild-type and Munc18-1 KO embryos and collected in
HBSS (Sigma) containing 7 mM HEPES (Invitrogen).
Tissue was incubated in Hanks’-HEPES with 0.25% tryp-
sin (Invitrogen) for 20min at 37°C. After three washes,
cortices were triturated with fire polished Pasteur pipettes
and neurons were counted in a Fuchs-Rosenthal cham-
ber. Neurons were plated on 35-mm poly-L-ornithine/
laminin-coated wells in prewarmed Neurobasal (Invitrogen)
supplemented with 2%B27 (Invitrogen), 1.8%HEPES, 0.25%
Glutamax (Invitrogen) and 0.1% Pen/Strep (Invitrogen). Cells
were plated at a density of 800,000/well (WT) or 1,000,000/
well (KO).

RNA sequencing
Sequencing library preparation was performed using

TruSeq stranded mRNA library preparation kit with poly A
selection (Illumina Inc.). Cluster generation and paired-
end sequencing was performed 125 cycles in one lane by
Illumina HiSeq system, executed by SNP&SEQ Technology
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Platform at Uppsala Biomedical Centre. Base calls were con-
verted to fastq format. Trimmomatic command was used to
remove TruSeq3 adaptors. Quality control was performed
using multiQC (see: multiqc_report_afterTrimmingAdaptors.
html for QC report). Trimmed reads were mapped to mm10
(mouse) reference genome and quantified using Salmon.
Differential expression analysis was performed using DESeq2
(R package). An FDR adjusted threshold of 0.005 was used
to discriminate significantly regulated proteins.
Samples were clustered using hierarchical dendro-

gram and principal component analysis (PCA; Extended
Data Fig. 1-2). Whereas most samples clustered ac-
cording to genotype, two samples (WT3 and KO5) ex-
tremely deviated from other samples and these outliers
were excluded.

qPCR
A total of 500 ng RNA was reversed transcribed into

cDNA using sensiFAST cDNA Synthesis kit (Bioline) ac-
cording to manufacturer’s instructions. cDNA was
quantified using SensiFAST SYBR No-ROX (Bioline) in a
LightCycler 480 (Roche Life Sciences), using 10uM pri-
mers shown in Extended Data Table 1-1. The following
program was used: 5-min incubation at 95°, 4.8C/s
ramp rate, followed by 50 cycles of 10 s 95° (4.8 C/s),
20 s 60° (2.4 C/s), 1 s 72° (4.8 C/s). Primers showed
clean melting curves. Cp values were determined using
the second derivative maximum method. Samples were
quantified in duplicates and average values were used.
cDNA levels were normalized to 18S and EEF.

Mass spectrometry-based proteomics
At 2 and 3 DIV, neuronal cultures were placed on ice

and washed two times with ice-cold PBS. Next, 500ul
PBS supplemented with protease inhibitor (PI) solution
was added to each well and cells were collected by gentle
scraping. Samples were centrifuged for 5min at 3000 � g
at 4°C, after which the supernatant was removed. The
pellet was resuspended in 20-ml loading buffer (4% SDS,
100 mM Tris, pH 6.8, 0.04% bromophenol blue, 200 mM

DTT, 20% glycerol, and PI in PBS). Samples were snap
frozen and stored at �80°C until further processed. An
SDS-PAGE LC-MS/MS approach was used for protein
identification as described previously (Gonzalez-Lozano
and Koopmans, 2019). SWATH data were searched
against a spectral library (peptides and proteins identified
from DDA data by MaxQuant) of DIV2 and DIV3 neurons,
using Spectronaut 13.7 (Bruderer et al., 2015) with default
settings. The resulting abundance values and qualitative
scores for each peptide in the spectral library were ex-
ported for further analysis.
R language was used for statistical computation. Only

peptides present in WT and KO samples and quantified
with high confidence (i.e., a q-value� 10�3 over all sam-
ples in either group, allowing for one outlier within each
condition) were included. Spectronaut normalized peak
area was used to compute protein abundances, which
were Loess normalized using the ‘normalizeCycleLoess’
function from limma R package (Rouillard et al., 2016).

The ‘eBayes’ and ‘topTable’ functions from limma R
package were implemented to perform empirical Bayes
moderated t-statistics with multiple testing correction
by FDR on log-transformed protein abundances. An
FDR adjusted threshold of 0.01 was used to discrimi-
nate significantly regulated proteins.

Bioinformatics
For all Gene Ontology (GO) and overlap analyses, the

first gene name was used in case peptides were mapped
to multiple genes. Fifteen significant hits shared the first
gene name with (at least) one other hit. As a result, the
total number of genes used for downstream analysis is
lower (384 vs 399). Cytoscape plug-in ClueGO (Bindea et
al., 2009) was used to perform GO analysis on RNAseq
and proteomic data, using the Biological Process GO
database updated on February 10, 2021. ClueGO anal-
yses were performed including the following settings:
Biological Process, GO term grouping, GO tree interval
was set 6–8, GO terms consisting of at least five genes
and min. 5% of the term. All detected transcripts/pro-
teins were used as background. The GO fusion option
was enabled, fusing GO terms that overlapped .50%
of their significant genes. GO terms were grouped ac-
cording to k scores, and named after the most signifi-
cant GO term. In Figures 1 and 2, only these grouped
terms are shown. Cell type specificity was assessed
using the Barres and BrainRich databases (Zhang et al.,
2014; Skene et al., 2018). Barres cell specificity was vi-
sualized in Rstudio using the triangle.plot function in
ade4 package, using transcript levels of isolated neuro-
nal, astroglial and microglial cell populations (Zhang et
al., 2014). Functional annotation of synaptic proteins
was done in the SynGO portal (https://syngoportal.org;
Koopmans et al., 2019). Sunburst plot was made visual-
izing SynGO term enrichment of biological processes.
MUNC18-1 interactors were identified using the STING
database. Interactors were included that showed high
confidence (.0.9), derived from experimental data and/
or databases.

Results
Stxbp1 KO hippocampal tissue shows cell type-
specific dysregulation of transcripts related to
synapse function, immune system, lipid metabolism,
and actin organization
To profile transcriptional effects of Stxbp1 depletion,

bulk RNA sequencing was performed on E18 hippocam-
pal tissue from WT and Stxbp1 KO littermates (Fig. 1A). In
contrast to lower brain areas, the hippocampus is still
intact at E18 showing comparable cell density to WT,
yet the first cells start to show markers of the apoptotic
cell death pathway (Extended Data Fig. 1-1; Verhage et
al., 2000; Bouwman et al., 2004). Sequencing detected
18 445 transcripts. Principal component analysis (PCA)
showed a clear separation between genotypes (Fig. 1B).
11.5% transcripts were differentially regulated were
significantly dysregulated in Stxbp1 KO. A total of 906
transcripts were significantly downregulated in the Stxbp1
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Figure 1. Cell type-specific transcripts related to synapse function, immune system, lipid metabolism, and actin organization are
changed in Stxbp1 KO hippocampi. A, Cartoon of experimental design. E18 hippocampi were dissected from WT and Stxbp1 KO
brains, RNA was isolated, and RNAseq was performed. Typical examples of WT and KO E18 hippocampi are shown in Extended
Data Figure 1-1. B, PCA of transcript abundance levels showing PC1 (78% variance explained) and PC2 (10% variance explained)
of control and Stxbp1 KO samples. N=4 independent replicates. Two outliers were excluded from analysis, see Extended Data
Figure 1-2. C, Volcano plot showing 2123 transcripts (906 downregulated, 1217 upregulated) significantly dysregulated in Stxbp1
KO hippocampi from controls. D, Several significant transcripts were validated using qPCR. Shown are Log2 Fold changes of tran-
scripts using RNAseq (x-axis) and qPCR (y-axis). Green dotted line indicates correlation of 1. N=6 independent replicates. Effect
sizes were highly comparable for the included transcripts, except for Stxbp1. This is explained by the fact that despite the deletion
of exons 2–6 in Stxbp1, a (nonfunctional) transcript is transcribed that is not detected by the qPCR primers (targeted within the de-
leted region). qPCR primers can be found in Extended Data Table 1-1. E, Triangle plot showing cell specificity using the Barres
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Figure 2. Proteins related to synapse function and neuron development are most severely affected in primary Stxbp1 KO neurons.
A, Cartoon of experimental design. Primary neuronal cultures were generated from E18 WT and Stxbp1 KO cortices. Neurons were
harvested at DIV2 and DIV3 and analyzed using mass spectrometry. Quality control measures are shown in Extended Data Figure
2-1. B, PCA of peptide abundance levels showing PC1 (19.7% variance explained) and PC2 (16.5% variance explained). N=6 inde-
pendent replicates. C, Volcano plots showing significantly dysregulated proteins in Stxbp1 KO neurons at DIV2 (142 proteins, 82
downregulated, 60 upregulated) and DIV3 (399 proteins, 233 downregulated, 166 upregulated). Volcano plots of regulated proteins
between DIV2 and DIV3 are shown in Extended Data Figure 2-2. D, Triangle plot showing cell specificity using the Barres RNAseq
database. Downregulated transcripts are depicted in blue, upregulated transcripts in orange. E, Overlap of significant proteins be-
tween DIV2 and DIV3. A total of 28 proteins were only significant at DIV2, 114 proteins significant at DIV2 and DIV3, and 285 only
significant at DIV3. F, FDR p-values at DIV2 and DIV3. For 379 proteins, p-values increased at DIV3, for 48 proteins p-values de-
creased. G, Log2 fold changes at DIV2 and DIV3. Downregulated proteins are depicted in blue, upregulated in orange. H, GO en-
richment analysis of the significant hits. Shown are the Bonferroni correct p-values and the number of transcripts associated with
every GO term. The proteins in significant GO terms can be found in Extended Data Table 2-1. I, Overlap of proteins involved in en-
riched GO terms between DIV2 and DIV3.

continued
RNAseq database. Downregulated transcripts are depicted in blue, upregulated transcripts in orange. F, Bar graphs showing cell
specificity using BrainRich. Upregulated transcripts are shown left, downregulated transcripts right. G, GO enrichment analysis of
the significant hits. Shown are the Bonferroni correct p-values and the number of transcripts associated with every GO term. H,
Triangle plots showing cell specificity of transcripts associated with GO term groups using the Barres RNAseq database.
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KO, whereas 1217 transcripts were upregulated (Fig. 1C).
qPCR analysis validated effect directionality and magnitude
of several selected candidates (Fig. 1D). Together, depletion
of Stxbp1 results in a robust transcriptomic response in the
E18 hippocampus.
To identify cell types where the differentially regulated

genes are most likely expressed, two complementary
cell-specific databases were used (Fig. 1E,F). First, we
mapped all differentially regulated genes against the
Barres RNASeq cell-type expression database (Zhang et
al., 2014). Upregulated transcripts were mainly associ-
ated with microglia, whereas downregulated transcripts
were associated with neurons (Fig. 1E). Second, this pat-
tern was confirmed by comparison to expression pat-
terns of single-cell RNAseq (Skene et al., 2018). Here,
upregulated transcripts were enriched for several glial
and vascular cell types. Consistently, downregulated
transcripts were primarily associated to neuronal cell
types (Fig. 1F). Hence, effect directionality on Stxbp1 in-
activation differs between cell types.
Gene Ontology (GO) analysis was performed to un-

cover enriched functional gene groups (Fig. 1G). The
most significant group of GO terms were related to syn-
apse function, encompassing a total of 213 genes. In ad-
dition, many genes were associated with GO terms in
immune response (350 genes), lipid metabolism (92
genes), and actin organization (77 genes). Cell specificity
analysis for the different GO groups showed that synap-
tic genes were primarily expressed in neurons, as ex-
pected, whereas immune and lipid genes showed a
higher specificity toward glial cells. No cell specificity
class was found for actin organization (Fig. 1H). Taken
together, depletion of MUNC18-1 has differential effects
on cell types. Transcripts associated with neurons were
primarily downregulated, and associated with synapse
function. In contrast, transcripts associated with glial
cells were generally upregulated, and associated with
immune response and lipid metabolism.
Previously, micro-array analysis on E18 Stxbp1 KO and

WT cortices identified 5586 transcripts, of which 9% were
differently expressed (Bouwman et al., 2006). Most signifi-
cant GO terms in that study overlap with the present
Stxbp1 KO dataset, including synaptic transmission, ste-
roid metabolism, transmission of nerve impulse and cell-
cell signaling. Thus, the RNAseq data confirms earlier mi-
croarray results on Stxbp1 KO brains yet covers 3.3 times
more transcripts.

Proteome changes in Stxbp1 KO neuron cultures
relate to synapse function and neuron development
The presence of and crosstalk between different brain

cell types in the bulk RNA sequencing results compli-
cates interpretation of direct, neuron-intrinsic effects of
MUNC18-1 depletion. In order to study neuron-specific
protein regulation, mass spectrometry proteomics was
performed on neuronal cultures from WT and Stxbp1 KO
E18 brains (Fig. 2A). Additional advantages of this ap-
proach include the developmental resynchronization of
neurons allowing analysis at the same developmental
stage (Dotti et al., 1988). To examine proteomic changes

around the moment when neurons become dependent
on MUNC18-1 for neuronal viability (Santos et al., 2017),
two time points (DIV2 and DIV3) were selected for pro-
teomic analysis.
In total, 3100 unique proteins were detected. PCA

showed that samples segregated based on genotype, but
not on time point (Fig. 2B). Samples derived from the
same primary culture generally clustered together. At
DIV2, 5% of the proteins were dysregulated in Stxbp1 KO
neurons, of which 82 were downregulated and 60 upregu-
lated (Fig. 2C). The number of dysregulated proteins in-
creased to 399 (13%) at DIV3; 233 downregulated and
166 upregulated. Compared with cell type transcript lev-
els, proteins were generally either neuron-specific or non-
specific for any cell type (Fig. 2D). The vast majority (80%)
of differentially expressed proteins at DIV2 were also dys-
regulated at DIV3 (Fig. 2E). However, at DIV3 many more
unique proteins (285) were dysregulated. Indeed, 379
(89%) of all significant proteins became more significant
at DIV3, whereas 48 (11%) proteins were less significant
at DIV3 compared with DIV2 (Fig. 2F). Log2 fold changes
of dysregulated proteins did not profoundly differ be-
tween the two time points (Fig. 2G), suggesting that the
increase in significance is likely because of lower varia-
tion at DIV 3, as shown by the coefficient of variation
(Extended Data Fig. 2-1). GO analysis revealed that bio-
logical processes related to neuron development and
synaptic transmission were most prominently affected in
KO neurons (Fig. 2H; Extended Data Table 2-1). In addi-
tion, proteins related to actin organization, translation,
ATPase transporter activity and DNA break repair were
also significantly dysregulated. None of the biological
processes was unique for either time point, yet many
proteins within these biological processes were only sig-
nificant at DIV3 (Fig. 2I). In contrast to the bulk RNAseq
results, no biological processes related to immune re-
sponse or lipid metabolism were found, indicating that
non-neuronal cell types most likely contributed to these
processes in the bulk results. In addition to genotype
effects, we also investigated protein level changes be-
tween DIV2 and DIV3 within WT or KO neurons (Extended
Data Fig. 2-2). In WT neurons, the transition from DIV2
to DIV3 resulted in upregulated of one protein (MFGE8).
KO neurons showed upregulation of 24 proteins. GO
analysis did not reveal any specific biological process
being regulated between DIV2 and DIV3. In sum,
Stxbp1 KO neurons show extensive remodeling of their
proteome compared with WT neurons, which primarily
affects proteins related to neuron development and
synaptic function. Between DIV2 and DIV3, an increas-
ing number of proteins involved in these processes be-
come significantly dysregulated.

Limited regulation of proteins involved in known cell
death pathways in Stxbp1 KO neurons
Between DIV2 and DIV3 Stxbp1 KO neurons show ex-

tensive cell death, ultimately involving, but not driven by,
apoptosis (Verhage et al., 2000; Law et al., 2016; Santos
et al., 2017). However, GO analysis of the proteomics da-
taset did not reveal evident cell death-related biological
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processes. To further characterize overlap with pro-
teins typically regulated during cell death, proteins
significantly regulated in Stxbp1 KO neurons were
compared with lists of proteins shown to be affected
during different types of cell death. First, we focused
on apoptosis-specific proteomic regulation in Stxbp1
KO neurons. Minimal overlap was observed between
the Stxbp1 KO dataset and apoptosis genes in the
KEGG pathway database as well as to apoptosis-
regulated proteins identified in a database of pub-
lished proteomic studies (Fig. 3A,B; Arntzen and
Thiede, 2012). Together, we found no indication for
prominent apoptosis-dependent protein regulation in
Stxbp1 KO neurons.
Next, regulated proteins were compared with proteins

regulated during neuronal excitotoxicity (Hoque et al.,
2019). The two datasets showed minimal overlap, with
91% of the proteins significant in Stxbp1 KO neurons not
regulated during excitotoxicity (Fig. 3C; Extended Data
Table 3-1). None of the GO terms affected during excito-
toxicity were shared with affected GO terms in Stxbp1 KO
neurons (Fig. 3D, compare to Fig. 2H). Thus, limited over-
lap is found between proteins regulated on excitotoxicity
and KO of Stxbp1. The lack of overlap in synaptic trans-
mission and neuron development GO terms indicates that
these biological processes are not generally affected in
neuronal cell death.

To further investigate overlap with other cell-death
pathways, the Stxbp1 KO dataset was compared with
1100 proteins associated with any type of cell death in (at
least) two independent research studies, as assembled
by Arntzen and Thiede (2012). A total of 115 proteins
showed overlap to Stxbp1 KO regulated proteins (Fig. 3E;
Extended Data Table 3-1). GO analysis of these shared
proteins did not reveal GO terms specific for any cell
death pathway, but did show GO processes related to
DNA repair and protein localization (Fig. 3F). Taken to-
gether, proteomic changes in Stxbp1 KO neurons very
limited overlap with apoptosis-induced changes, but
show some overlap with general cell-death protein regula-
tion. Further investigation of these shared regulated pro-
teins could provide new insights on cell death pathways
involved in Stxbp1 KO neurons.

The synaptic proteome is severely affected on
depletion of MUNC18-1
MUNC18-1 is known for its role in SNARE-mediated

vesicle fusion in the synapse (Verhage et al., 2000). To
better characterize the changes in the synaptic proteome
on MUNC18-1 depletion, dysregulated proteins were an-
alyzed in the synaptic gene knowledge base SynGO
(Koopmans et al., 2019). A total of 114 dysregulated pro-
teins were annotated as a synaptic protein (Fig. 4A), of

A B C D

E F

Figure 3. Dysregulated proteins in Stxbp1 KO neurons at DIV3 show minimal overlap with cell death. A, Overlap of significant pro-
teins at DIV3 and proteins significantly regulated during apoptosis (Arntzen and Thiede, 2012). A total of 94 proteins were unique for
apoptosis (38 not detected in Stxbp1 KO dataset), five proteins shared between the two datasets, and 379 unique for Stxbp1 KO
neurons. B, Overlap of significant proteins at DIV3 and proteins annotated to apoptosis in the KEGG pathway database. Of the 109
proteins annotated to apoptosis, 13 were detected in Stxbp1 KO neurons. Two proteins were significantly downregulated. C,
Overlap of significant proteins at DIV3 and dysregulated proteins on excitotoxicity (Hoque et al., 2019). A total of 147 proteins were
unique for excitotoxicity neuronal cell death (35 not detected in Stxbp1 KO dataset), 35 proteins shared between the two datasets,
and 349 unique for Stxbp1 KO neurons. As for this analysis, only first gene names are used, resulting in 15 duplicates, the total
number of significant Stxbp1 KO proteins is lower (384 vs 399 in Fig. 2C). D, GO enrichment analysis of significant dysregulated
proteins on excitotoxicity. Shown are the Bonferroni correct p-values and number of proteins associated with each GO term. E,
Overlap of significant proteins at DIV3 and proteins significantly regulated during cell death (Arntzen and Thiede, 2012). A total of
985 proteins were unique for cell death (268 not detected in Stxbp1 KO dataset), 115 proteins shared between the two datasets,
and 269 unique for Stxbp1 KO neurons. F, GO enrichment analysis of significant dysregulated proteins on excitotoxicity. Shown are
the Bonferroni correct p-values and number of proteins associated with each GO term. Detailed information on the overlap can be
found in Extended Data Table 3-1.

Research Article: New Research 7 of 14

November/December 2022, 9(6) ENEURO.0186-22.2022 eNeuro.org

https://doi.org/10.1523/ENEURO.0186-22.2022.t3-1
https://doi.org/10.1523/ENEURO.0186-22.2022.t3-1
https://doi.org/10.1523/ENEURO.0186-22.2022.t3-1


which 102 were down and 12 upregulated (Extended Data
Table 4-1). The vast majority (88%) of the dysregulated
synaptic proteins found at DIV2 were also significantly
regulated at DIV3, and 63 more synaptic proteins became
dysregulated at DIV3. In concordance, 88% of the synap-
tic proteins were more significant at DIV3 than DIV2 (Fig.

4B). A total of 85 of the 114 synaptic proteins were anno-
tated to a biological process (Fig. 4C). GO enrichment
analysis showed that biological processes in the presy-
napse were most prominently affected. Affected biologi-
cal processes showed a high overlap to the functional
annotation of MUNC18-1 in the synapse (Fig. 4C, left).

A

B

C

D E F G

Figure 4. Depletion of MUNC18-1 leads to downregulation of 114 synaptic proteins enriched in presynaptic vesicle release. A, A
total of 114 of the significant proteins in Stxbp1 KO neurons were annotated in SynGO. Eight synaptic proteins were only significant
at DIV2, 43 synaptic proteins significant at DIV2 and DIV3, and 63 synaptic proteins only significant at DIV3. Overlap to the RNAseq
SynGO genes is shown in Extended Data Figure 4-1. B, FDR p-values of significant synaptic proteins at DIV2 and DIV3. For 106
synaptic proteins p-values increased at DIV3, for eight synaptic proteins p-values decreased. C, A total of 85 synaptic proteins were
categorized in SynGO biological processes. Shown is a sunburst plot with color-coded enrichment significance of every GO term.
Left, SynGO annotation of MUNC18-1 in blue (including its parent terms). Right, Significant proteins associated with synaptic vesicle
exocytosis. The SynGO protein list can be found in Extended Data Table 4-1. D, Log2 fold changes of synaptic proteins within
SynGO terms. Downregulated proteins are depicted in blue, upregulated proteins in orange. E, Visual representation of affected
STXBP1 interactors identified by string database. Only high confidence interactors, derived from experiments and databases, were
included. Affected interactors are depicted in red, unaffected interactors in green and undetected interactors in gray. F, Visual repre-
sentation of affected STXBP1 interactors identified by co-IP experiments. Co-IP correlation strength to MUNC18-1 is depicted in
purple gradient. Undetected interactors are depicted in gray, unaffected interactors in white, and the log2 Fold Change of affected
interactors is depicted in blue-orange gradient. G, Overlap of significant proteins at DIV3 and proteins significantly regulated during
synaptic silence (24-h TTX treatment) or overactivation (24-h bicuculine treatment; Schanzenbächer et al., 2018). Nine proteins are
regulated on TTX treatment as well as on depletion of MUNC18-1, whereas bicuculine treatment shares one protein with Stxbp1 KO
neurons. As for this analysis only first gene names are used, resulting in 15 duplicates, the total number of significant Stxbp1 KO
proteins is lower (384 vs 399 in Fig. 2C).
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Indeed, 16 proteins implicated in synaptic vesicle exocy-
tosis, including SNARE partners STX1, SNAP25, and
VAMP2, were dysregulated in KO neurons. Fold changes
were highly comparable between proteins in different bio-
logical processes (Fig. 4D). Taken together, Stxbp1 inacti-
vation dysregulates expression of 114 synaptic proteins,
and are strongly related to the known function of Stxbp1
in the synapse, i.e., presynaptic vesicle exocytosis.
Next, we assessed whether MUNC18-1 deficiency affects

expression of potential interaction partners. Interactors were
identified using the STRING protein-protein interaction data-
base (Jensen et al., 2009) and from previous co-immunopre-
cipitation (co-IP) experiments (Gonzalez-Lozano et al.,
2020). Of the 20 annotated potential interaction partners in
the STRING database (.0.9 confidence), nine were de-
tected in our dataset of which six were dysregulated (Fig.
4E). Previous co-IP experiments identified 21 interaction
partners, of which 11 were detected in our dataset (Fig. 4F).
Seven were dysregulated. Thus, the majority of detected
MUNC18-1 interactions partners are dysregulated in Stxbp1
KO neurons.
Stxbp1 KO brains are synaptically silent (Verhage et al.,

2000). To investigate whether the effects observed in
Stxbp1 KO neurons are directly caused by a block of syn-
aptic transmission, significant hits were compared with
proteomic changes on synaptic silencing by TTX treat-
ment or overactivation by bicuculline (BIC) treatment
(Schanzenbächer et al., 2018). A total of 97% of the signif-
icant hits on depletion of MUNC18-1 does not overlap
with proteomic changes on synaptic silencing or overacti-
vation (Fig. 4G; Extended Data Table 3-1). Together, the
proteome dysregulation in Stxbp1 KO neurons shows
minimal similarities to proteome changes on altered syn-
aptic activity.
Similar to the proteomic analysis, gene sets related to

synaptic transmission were also among the most affected
biological processes in Stxbp1 KO hippocampal transcrip-
tomes. Hence, we next investigated the overlap in synaptic
genes between the proteomic and transcriptomic datasets.
One third of the SynGO-annotated dysregulated RNA tran-
scripts were detected in the proteomic analysis (Extended
Data Fig. 4-1A). A total of 40% of these transcripts were
also significantly dysregulated on protein level in Stxbp1
KO neurons. Conversely, nearly all (98%) of the SynGO-an-
notated significant proteins were detected by RNAseq,
and 31% of these were significantly dysregulated on tran-
script level (Extended Data Fig. 4-1B). SynGO functional
annotation of the 36 genes that showed dysregulation at
both protein and transcript level did not show enrichment
of synaptic categories (Extended Data Fig. 4-1C). Taken to-
gether, limited overlap was observed between dysregula-
tion of synaptic proteins in Stxbp1 KO neuronal cultures
and synaptic transcripts in Stxbp1 KO hippocampi.

Loss of MUNC18-1 downregulates proteins implicated
in neuron development
To further understand the dysregulation of neuron

development in Stxbp1 KO neurons, we studied this biolog-
ical process in more detail. Stxbp1 KO neurons showed sig-
nificantly altered expression levels of 96 proteins involved in

neuron development (Fig. 5A). Thirty proteins were dysre-
gulated at both time points, while 63 were specific for
DIV3. The vast majority (77%) were downregulated com-
pared with control neurons (Fig. 5B), typically between 0
and 1 fold change (log2), except two proteins (MUNC18-1
and syntaxin-1) that were drastically changed. Of these,
49% are SynGO-annotated (synaptic) proteins (Fig. 5C).
Within the GO cluster term neuron development, nine GO
terms were significantly enriched (Fig. 5D). Five terms con-
tained the word “projection,” which concerns a specific as-
pect of neuron development. Together, Stxbp1 inactivation
results in downregulation of proteins implicated in neuron
development, which extends beyond regulation of synaptic
proteins only. Within the general biological process of neu-
ron development, especially processes related to develop-
ment of (neurite) projections were affected.
The downregulation of this group of proteins in Stxbp1

KO neurons could indicate a halt in development. Hence,
we compared the proteins downregulated in Stxbp1 KO
neurons to a set of proteins typically upregulated in neu-
ronal development between DIV1 and DIV5 (Frese et al.,
2017). Comparable to Stxbp1 KO neurons, GO analysis of
this dataset revealed enrichment of the biological proc-
esses chemical synaptic transmission and neuron devel-
opment (Fig. 5E); 49% of the downregulated proteins in
Stxbp1 KO neurons were significantly different between
DIV1 and DIV5 (Fig. 5F; Extended Data Table 3-1). Of
these, 56% were annotated in the SynGO database, and
30% were GO annotated under neuron development. To
further understand the overlap in synaptic proteins, the
Frese dataset was annotated in the SynGO database (Fig.
5G). Enriched synaptic biological processes were highly
comparable to Stxbp1 KO neurons (compare Fig. 5G
and 4C), with an enrichment in presynaptic proteins in-
volved in synaptic vesicle exocytosis. Thirteen of the 14
detected proteins within this biological process were
downregulated in Stxbp1 KO neurons. Taken together, the
downregulation of developmental and synaptic proteins in
Stxbp1 KO neurons shows high overlap to proteins nor-
mally upregulated at this developmental stage.
Neuronal development requires the upregulation of

neurogenic transcription factors (TFs) and downregulation
of anti-neuronal TFs, activating genetic programs impor-
tant for further neuron differentiation (Vieira et al., 2018).
To investigate whether loss of MUNC18-1 affects TF ex-
pression levels, we examined whether TFs were among
the significant dysregulated proteins (Lambert et al.,
2018). The proteomic screen detected a total of 61 TFs, of
which seven were dysregulated in Stxbp1 KO neurons
(Extended Data Fig. 5-1). Five of these seven TFs, includ-
ing CREB1, are shown to be involved in critical processes
during neuron development (Rowlands et al., 1994; Lonze
and Ginty, 2002; Rottkamp et al., 2008; Hutnick et al.,
2009; Cohen et al., 2017). Together, loss of MUNC18-1
results in altered expression levels of several TFs impli-
cated in neuronal development.

Discussion
MUNC18-1 plays an essential role in neuronal viability

during development, independent of its known function in
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Figure 5. Downregulated proteins in Stxbp1 KO neurons show high overlap to proteins normally upregulated during this develop-
mental stage. A, A total of 96 proteins annotated to development are dysregulated in Stxbp1 KO neurons. Three developmental pro-
teins were only significant at DIV2, 30 developmental proteins significant at DIV2 and DIV3, and 63 development proteins only
significant at DIV3. B, Log2 fold changes of proteins associated with development. Downregulated proteins are depicted in blue,
upregulated proteins in orange. C, Overlap in proteins annotated in SynGO and GO development. A total of 49 proteins were only
annotated to development, 47 proteins to both development and SynGO, and 74 proteins were only annotated in SynGO. D, All indi-
vidual GO terms that were included in the neuron development cluster. Shown are the Bonferroni correct p-values. E, GO enrich-
ment analysis of significant upregulated proteins between DIV1 and DIV5 (Frese et al., 2017). Shown are the Bonferroni correct p-
values. GO term clusters chemical synaptic transmission and neuron development were shared with Stxbp1 KO neurons. F, Overlap
of significant proteins at DIV3 and proteins significantly upregulated between DIV1 and DIV5 (i.e., Frese dataset). A total of 653 pro-
teins were unique for the Frese dataset, 108 proteins shared between the two datasets, and 114 unique for Stxbp1 KO neurons. Of
the 108 proteins shared, 32 were annotated to GO development and 61 in SynGO. As for this analysis, only first gene names are
used, resulting in 15 duplicates, the total number of significant Stxbp1 KO proteins is lower (384 vs 399 in Fig. 2C). G, 167 proteins
in the Frese dataset were categorized in SynGO biological processes. Shown is a sunburst plot with color-coded enrichment signifi-
cance of every GO term. Right are depicted all proteins in the Frese dataset associated with synaptic vesicle exocytosis, color-
coded to dysregulation in Stxbp1 KO neurons. Significantly regulated transcription factors are shown in Extended Data Figure 5-1.
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SNARE-mediated vesicle fusion. In the present study, we
examined transcriptome and proteome changes on deple-
tion of MUNC18-1 during the critical time window preced-
ing neuronal cell death. We show that loss of MUNC18-1
results in extensive remodeling of transcriptomic and pro-
teomic profiles, and particularly affects proteins related to
synaptic transmission and neuron development.
The extensive downregulation of proteins implicated in

synaptic function and development suggests an impor-
tant role for MUNC18-1 in early neuron development.
Neurons undergo multiple well-coordinated stages of de-
velopment after early neurogenesis, which has been ex-
tensively studied in neurons in vitro (Dotti et al., 1988;
Frese et al., 2017). First, neurons form lamellipodia (stage
1; DIV0) that develop into short neurites (stage 2; DIV1).
One of the neurites develops into an axon (stage 3; DIV2–
DIV3), whereas the others become dendrites (stage 4;
DIV4). From this point, neurons already upregulate expres-
sion of synaptic proteins (Frese et al., 2017), but it is not
until DIV7 that neurons start to form synapses (stage 5).
Previous studies in brain slices and neurons in vitro have
shown that initial neurogenesis and brain organization do
not depend on MUNC18-1/STXBP1 (Verhage et al., 2000;
Bouwman et al., 2004; Santos et al., 2017). Furthermore,
Stxbp1KO neurons initiate outgrowth of neurites which po-
larize into axons and dendrites (Heeroma et al., 2004;
Broeke et al., 2010; Santos et al., 2017). However, from
thereon development abates. KO neurons show reduced
speed of outgrowth at DIV3, resulting in lower total neurite
length which continues to exacerbate at DIV4 (Broeke et
al., 2010). Concordantly, neurite development was most
prominent among the developmental processes affected
at DIV2 and DIV3 in this study. In addition, a high overlap
was observed between the synaptic proteins downregu-
lated in absence of MUNC18-1 and synaptic proteins nor-
mally upregulated at this developmental stage (Frese et al.,
2017). Together, it is conceivable that the absence of
MUNC18-1 results in developmental delay between the
stages of neurite outgrowth and early synaptogenesis.
Concurrent with a delay in neuron development, Stxbp1

KO neurons in vitro die at DIV3–DIV4 (Santos et al., 2017).
Interestingly, the proteome profiling in this study did not
identify known cell death-related processes. Different and
not currently annotated cell death pathways might oper-
ate in Stxbp1 KO neurons. Moreover, it is plausible that
the degeneration occurs very fast, precluding the detec-
tion of cell death-related proteins in the total neuron pop-
ulation where every neuron dies at a slightly different time
point. Indeed, live-cell imaging of Stxbp1 KO neurons
showed that cell death occurred within hours after initial
onset (F. Feringa, unpublished observation). Considering
this rapid cell death together with the observed arrest in
development, MUNC18-1 might serve as a checkpoint
during development. To continue to the next develop-
mental phase, the presence of MUNC18-1 might be re-
quired, otherwise neurons are developmentally arrested
and redirected into cell death. Such cellular checkpoints
as quality control have been described in other processes
(Barnum and O’Connell, 2014; Sancho and Ouchi, 2015).
For instance, proliferating cells have incorporated a DNA

damage checkpoint (Dasika et al., 2000). When this
checkpoint is activated, the cell cycle is arrested to allow
repairing the damaged DNA. If the cell is not capable in
repairing the DNA, programmed apoptotic cell death is
initiated. In neurons, it has been proposed that several
developmental stages require functional feedback to
move to the next stage (Ben-Ari and Spitzer, 2010).
Neurons failing to provide such feedback are develop-
mentally arrested. For instance, neuronal migration re-
quires expression of doublecortin (DCX). In absence of
DCX, migration is hindered and neurons remain imma-
ture (Ackman et al., 2009). Similar feedback loops have
been described for axon guidance and neuronal specifi-
cation (Ben-Ari and Spitzer, 2010).
The nature of such a MUNC18-1-dependent check-

point mechanism between the stage of neurite out-
growth and early synaptogenesis remains elusive. It is
unlikely that a lack of synaptic activity per se underlies
the developmental arrest. Proteome changes in Stxbp1
KO neurons show minimal overlap with proteins nor-
mally regulated during loss or overactivation of synaptic
activity (Fig. 4G). Moreover, in other models of synaptic
silence, for instance, in MUNC13-1/2 DKO or TeNT-
treated neurons, the absence of synaptic transmission
does not profoundly affect levels of synaptic proteins, syn-
aptic morphogenesis or neuron development (Varoqueaux
et al., 2002; Sando et al., 2017). Indeed, it has been shown
that neurite outgrowth, polarization and initial synapse for-
mation all develop independent from activity, while further
synapse specification is thought to be activity-dependent
(Südhof, 2018). Moreover, MUNC18-1’s critical role in
dense-core vesicle exocytosis is not sufficient to explain a
checkpoint function, as models that (specifically) block
dense-core vesicle release do not show indications for de-
velopmental arrest and/or neurodegeneration (Persoon et
al., 2019; Hoogstraaten et al., 2020). Hence, synaptic activ-
ity and dense-core vesicle release are not critical check-
points in neurons, excluding this as underlying checkpoint
of MUNC18-1 dependency.
Multiple alternative mechanisms are plausible. For in-

stance, it is possible that MUNC18-1 directly functions
as a transcriptional regulator or translational modifier. It
has been reported previously that MUNC18-1 localizes to
the nucleus and binds DNA (V. M. Sharma et al., 2005),
although this has not been confirmed by other studies.
The structure of MUNC18-1 does not contain established
DNA or RNA binding domains. Hence, evidence for a di-
rect role of MUNC18-1 in transcription/translation is lim-
ited. Alternatively, MUNC18-1-dependent regulation may
start at the protein level. For instance, it has already been
demonstrated that in absence of MUNC18-1, syntaxin-1
is trapped in the Golgi (Rowe et al., 1999; Arunachalam et
al., 2008). Although Stxbp1 KO neurons do not show gen-
eral impairments in Golgi exit (van Berkel et al., 2021), it is
plausible that specific synaptic proteins are also trapped
in the Golgi and remain mislocalized. This could initiate a
cascade of events involving feedback loops on either the
gene or RNA level to larger sets of proteins ultimately re-
sulting in developmental arrest. Alternatively, MUNC18-1
might directly control gene-programs during development,
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for instance, by affecting levels of key developmental TFs
(Extended Data Fig. 5-1).
It is currently unknown whether the proposed function

of MUNC18-1 as a checkpoint gene in neuron develop-
ment is shared with other proteins like its SNARE part-
ners. Neurons also critically depend on Syntaxin-1 and
SNAP25 for viability during early development (Delgado-
Martínez et al., 2007; Peng et al., 2013; Vardar et al.,
2016; Santos et al., 2017). Although mass spectrometry
analysis has not yet been performed in both KO models,
expression analysis of a selected set of proteins indicates
that depletion of Syntaxin-1 results in downregulation of
synaptic proteins similar as MUNC18-1 depletion (Vardar
et al., 2016). In SNAP25 KO neurons, protein dysregula-
tion is less apparent (Washbourne et al., 2002; Arora et
al., 2017). For other proteins involved in SNARE-mediated
fusion, such as VAMP2, MUNC13, RIM, and SYT1, no evi-
dence is found for critical roles in regulating expression
levels of synaptic and developmental proteins, and their
absence does not trigger neuronal degeneration (Geppert
et al., 1994; Schoch, 2001; Varoqueaux et al., 2002;
Kaeser et al., 2011). Hence, MUNC18-1’s role as a check-
point gene of synapse development is presumably shared
with Syntaxin-1, and potentially SNAP25, but not with
other key factors of the secretion machinery.
Inactivation of several other synaptic genes such as

MUNC13-112, CAPS-11 2, Complexin-112 or CSPa
leads to lethality in vivo, yet primary neuronal cultures sur-
vive (Reim et al., 2001; Varoqueaux et al., 2002; Fernández-
Chacón et al., 2004; Jockusch et al., 2007; M. Sharma et al.,
2012). None of these proteins is required for synapse forma-
tion. Conversely, inactivation for genes important for the ini-
tial steps of synapse formation, such as cell adhesion
molecules (CAMs), does not lead to reduced neuronal sur-
vival in vitro or profound effects on neuron development
(Südhof, 2018). Interestingly, the effects of single CAM KOs
on synapse formation are relatively mild, potentially because
of redundancy (Robbins et al., 2010; Yim et al., 2013;
Südhof, 2018). Indeed, stronger effects are often observed
when multiple CAM proteins are depleted (Ko et al., 2011;
L. Y. Chen et al., 2017). Thus, the essential role of
MUNC18-1, and potentially Syntaxin-1 and SNAP25,
during neuron development and synapse formation is
exceptional among synaptic proteins.
Heterozygous loss-of-function variants in STXBP1 are

among the most prevalent found in neurodevelopmental
disorders (López-Rivera et al., 2020). Developmental delay
is a shared feature of all STXBP1 variant carries (Stamberger
et al., 2016; Abramov et al., 2021; Xian et al., 2022). Hence,
the uncovered role of MUNC18-1 in regulating (synaptic) de-
velopment could potentially play a role in the pathobiology
of these patients. To date, no evidence is found that hetero-
zygous levels of MUNC18-1 majorly affect neuronal viability
or brain development in vivo and in vitro (Verhage et al.,
2000; Toonen et al., 2006; Kovacevic et al., 2018; W. Chen
et al., 2020). In patients, no clear signs of neurodegeneration
or brain structural abnormalities are observed (Di Meglio et
al., 2015; Stamberger et al., 2016; Abramov et al., 2021)
Thus, it is unlikely that patients’ neurons fail to pass the pro-
posed checkpoint during development. It is, however,

possible that heterozygous MUNC18-1 levels already have
an effect on the regulation of (synaptic) development, pro-
ducing amilder phenotype than KO neurons but still contrib-
ute to the pathobiology in patients.

References

Abramov D, Guiberson NGL, Burré J (2021) STXBP1 encephalopa-
thies: clinical spectrum, disease mechanisms, and therapeutic
strategies. J Neurochem 157:165–178.

Ackman JB, Aniksztejn L, Crépel V, Becq H, Pellegrino C, Cardoso
C, Ben-Ari Y, Represa A (2009) Abnormal network activity in a tar-
geted genetic model of human double cortex. J Neurosci 29:313–
327.

Arntzen M, Thiede B (2012) ApoptoProteomics, an integrated data-
base for analysis of proteomics data obtained from apoptotic
cells. Mol Cell Proteomics 11:M111.010447.

Arora S, Saarloos I, Kooistra R, van de Bospoort R, Verhage M,
Toonen RF (2017) SNAP-25 gene family members differentially
support secretory vesicle fusion. J Cell Sci 130:1877–1889.

Arunachalam L, Han L, Tassew NG, He Y, Wang L, Xie L, Fujita Y,
Kwan E, Davletov B, Monnier PP, Gaisano HY, Sugita S (2008)
Munc18-1 is critical for plasmamembrane localization of syntaxin1
but not of SNAP-25 in PC12 cells. Mol Biol Cell 19:722–734.

Barnum KJ, O’Connell MJ (2014) Cell cycle regulation by check-
points. Methods Mol Biol 1170:29.

Ben-Ari Y, Spitzer NC (2010) Phenotypic checkpoints regulate neu-
ronal development. Trends Neurosci 33:485–492.

Bindea G, Mlecnik B, Hackl H, Charoentong P, Tosolini M, Kirilovsky
A, Fridman W-H, Pagès F, Trajanoski Z, Galon J (2009) ClueGO: a
cytoscape plug-in to decipher functionally grouped gene ontology
and pathway annotation networks. Bioinformatics 25:1091–1093.

Bouwman J, Maia AS, Camoletto PG, Posthuma G, Roubos EW,
Oorschot VMJ, Klumperman J, Verhage M (2004) Quantification of
synapse formation and maintenance in vivo in the absence of syn-
aptic release. Neuroscience 126:115–126.

Bouwman J, Spijker S, Schut D, Wächtler B, Ylstra B, Smit AB,
Verhage M (2006) Reduced expression of neuropeptide genes in a
genome-wide screen of a secretion-deficient mouse. J Neurochem
99:84–96.

Broeke JHP, Roelandse M, Luteijn MJ, Boiko T, Matus A, Toonen
RF, Verhage M (2010) Munc18 and Munc13 regulate early neurite
outgrowth. Biol Cell 102:479–488.

Bruderer R, Bernhardt OM, Gandhi T, Miladinovi�c SM, Cheng LY,
Messner S, Ehrenberger T, Zanotelli V, Butscheid Y, Escher C,
Vitek O, Rinner O, Reiter L (2015) Extending the limits of quantitative
proteome profiling with data-independent acquisition and applica-
tion to acetaminophen-treated three-dimensional liver microtissues.
Mol Cell Proteomics 14:1400–1410.

Chen LY, Jiang M, Zhang B, Gokce O, Südhof TC (2017) Conditional
deletion of all neurexins defines diversity of essential synaptic or-
ganizer functions for neurexins. Neuron 94:611–625.e4.

Chen W, et al. (2020) Stxbp1/Munc18-1 haploinsufficiency impairs
inhibition and mediates key neurological features of STXBP1 ence-
phalopathy. Elife 9:e48705.

Cohen JS, Srivastava S, Farwell Hagman KD, Shinde DN, Huether R,
Darcy D, Wallerstein R, Houge G, Berland S, Monaghan KG,
Poretti A, Wilson AL, Chung WK, Fatemi A (2017) Further evidence
that de novo missense and truncating variants in ZBTB18 cause
intellectual disability with variable features. Clin Genet 91:697–
707.

Dasika GK, Lin SC, Zhao S, Sung P, Tomkinson A, Lee EY (2000)
DNA damage-induced cell cycle checkpoints and DNA strand
break repair in development and tumorigenesis. Oncogene
18:7883–7899.

Delgado-Martínez I, Nehring RB, Sørensen JB (2007) Differential abil-
ities of SNAP-25 homologs to support neuronal function. J
Neurosci 27:9380–9391.

Research Article: New Research 12 of 14

November/December 2022, 9(6) ENEURO.0186-22.2022 eNeuro.org

https://doi.org/10.1523/ENEURO.0186-22.2022.f5-1
http://dx.doi.org/10.1111/jnc.15120
http://dx.doi.org/10.1523/JNEUROSCI.4093-08.2009
https://www.ncbi.nlm.nih.gov/pubmed/19144832
http://dx.doi.org/10.1074/mcp.M111.010447
https://www.ncbi.nlm.nih.gov/pubmed/22067098
http://dx.doi.org/10.1242/jcs.201889
https://www.ncbi.nlm.nih.gov/pubmed/28404788
https://www.ncbi.nlm.nih.gov/pubmed/18077557
http://dx.doi.org/10.1016/j.tins.2010.08.005
https://www.ncbi.nlm.nih.gov/pubmed/20864191
http://dx.doi.org/10.1093/bioinformatics/btp101
https://www.ncbi.nlm.nih.gov/pubmed/19237447
http://dx.doi.org/10.1016/j.neuroscience.2004.03.027
https://www.ncbi.nlm.nih.gov/pubmed/15145078
http://dx.doi.org/10.1111/j.1471-4159.2006.04041.x
https://www.ncbi.nlm.nih.gov/pubmed/16987237
http://dx.doi.org/10.1042/BC20100036
https://www.ncbi.nlm.nih.gov/pubmed/20497124
http://dx.doi.org/10.1074/mcp.M114.044305
https://www.ncbi.nlm.nih.gov/pubmed/25724911
http://dx.doi.org/10.1016/j.neuron.2017.04.011
https://www.ncbi.nlm.nih.gov/pubmed/28472659
http://dx.doi.org/10.7554/eLife.48705
http://dx.doi.org/10.1111/cge.12861
https://www.ncbi.nlm.nih.gov/pubmed/27598823
http://dx.doi.org/10.1038/sj.onc.1203283
https://www.ncbi.nlm.nih.gov/pubmed/10630641
http://dx.doi.org/10.1523/JNEUROSCI.5092-06.2007
https://www.ncbi.nlm.nih.gov/pubmed/17728451


Di Meglio C, et al. (2015) Epileptic patients with de novo STXBP1 mu-
tations: key clinical features based on 24 cases. Epilepsia
56:1931–1940.

Dotti CG, Sullivan CA, Banker GA (1988) The establishment of polar-
ity by hippocampal neurons in culture. J Neurosci 8:1454–1468.

Fernández-Chacón R, Wölfel M, Nishimune H, Tabares L, Schmitz F,
Castellano-Muñoz M, Rosenmund C, Montesinos ML, Sanes JR,
Schneggenburger R, Südhof TC (2004) The synaptic vesicle pro-
tein CSPa prevents presynaptic degeneration. Neuron 42:237–
251.

Frese CK, Mikhaylova M, Stucchi R, Gautier V, Liu Q, Mohammed S,
Heck AJR, Maarten Altelaar AF, Hoogenraad CC (2017) Quantitative
map of proteome dynamics during neuronal differentiation. Cell Rep
18:1527–1542.

Geppert M, Goda Y, Hammer RE, Li C, Rosahl TW, Stevens CF,
Südhof TC (1994) Synaptotagmin I: a major Ca21 sensor for trans-
mitter release at a central synapse. Cell 79:717–727.

Gonzalez-Lozano MA, Koopmans F (2019) Data-independent acqui-
sition (SWATH) mass spectrometry analysis of protein content in
primary neuronal cultures. Neuromethods 146:119–127.

Gonzalez-Lozano MA, Koopmans F, Sullivan PF, Protze J, Krause G,
Verhage M, Li KW, Liu F, Smit AB (2020) Stitching the synapse:
cross-linking mass spectrometry into resolving synaptic protein in-
teractions. Sci Adv 6:eaax5783.

Heeroma JH, Roelandse M, Wierda K, van Aerde KI, Toonen RFG,
Hensbroek RA, Brussaard A, Matus A, Verhage M (2004) Trophic
support delays but does not prevent cell-intrinsic degeneration of
neurons deficient for Munc18-1. Eur J Neurosci 20:623–634.

Hoogstraaten RI, van Keimpema L, Toonen RF, Verhage M (2020)
Tetanus insensitive VAMP2 differentially restores synaptic and
dense core vesicle fusion in tetanus neurotoxin treated neurons.
Sci Rep 10:1–14.

Hoque A, Williamson NA, Ameen SS, Ciccotosto GD, Hossain MI,
Oakhill JS, Ng DCH, Ang CS, Cheng HC (2019) Quantitative pro-
teomic analyses of dynamic signalling events in cortical neurons
undergoing excitotoxic cell death. Cell Death Dis 10:213.

Hutnick LK, Golshani P, Namihira M, Xue Z, Matynia A, Yang XW,
Silva AJ, Schweizer FE, Fan G (2009) DNA hypomethylation re-
stricted to the murine forebrain induces cortical degeneration and
impairs postnatal neuronal maturation. Hum Mol Genet 18:2875–
2888.

Jensen LJ, Kuhn M, Stark M, Chaffron S, Creevey C, Muller J,
Doerks T, Julien P, Roth A, Simonovic M, Bork P, von Mering C
(2009) STRING 8–a global view on proteins and their functional in-
teractions in 630 organisms. Nucleic Acids Res 37:D412–D416.

Jockusch WJ, Speidel D, Sigler A, Sørensen JB, Varoqueaux F, Rhee
JS, Brose N (2007) CAPS-1 and CAPS-2 are essential synaptic
vesicle priming proteins. Cell 131:796–808.

Kaeser PS, Deng L, Wang Y, Dulubova I, Liu X, Rizo J, Südhof TC
(2011) RIM proteins tether Ca21 channels to presynaptic active
zones via a direct PDZ-domain interaction. Cell 144:282–295.

Ko J, Soler-Llavina GJ, Fuccillo MV, Malenka RC, Südhof TC (2011)
Neuroligins/LRRTMs prevent activity- and Ca21/calmodulin-de-
pendent synapse elimination in cultured neurons. J Cell Biol
194:323–334.

Koopmans F, et al. (2019) SynGO: an evidence-based, expert-cura-
ted knowledge base for the synapse. Neuron 103:217–234.e4.

Kovacevic J, Maroteaux G, Schut D, Loos M, Dubey M, Pitsch J,
Remmelink E, Koopmans B, Crowley J, Cornelisse LN, Sullivan PF,
Schoch S, Toonen RF, Stiedl O, Verhage M (2018) Protein instability,
haploinsufficiency, and cortical hyper-excitability underlie STXBP1 en-
cephalopathy. Brain 141:1350–1374.

Lambert SA, Jolma A, Campitelli LF, Das PK, Yin Y, Albu M, Chen X,
Taipale J, Hughes TR, Weirauch MT (2018) The human transcrip-
tion factors. Cell 172:650–665.

Law C, Schaan Profes M, Levesque M, Kaltschmidt JA, Verhage M,
Kania X (2016) Normal molecular specification and neurodegener-
ative disease-like death of spinal neurons lacking the SNARE-as-
sociated synaptic protein Munc18-1. J Neurosci 36:561–576.

Lonze BE, Ginty DD (2002) Function and regulation of CREB family
transcription factors in the nervous system. Neuron 35:605–623.

López-Rivera JA, Pérez-Palma E, Symonds J, Lindy AS, McKnight
DA, Leu C, Zuberi S, Brunklaus A, Møller RS, Lal D (2020) A cata-
logue of new incidence estimates of monogenic neurodevelop-
mental disorders caused by de novo variants. Brain 143:1099–
1105.

Peng L, Liu H, Ruan H, Tepp WH, Stoothoff WH, Brown RH, Johnson
EA, Yao W-d, Zhang S-c, Dong M (2013) Cytotoxicity of botulinum
neurotoxins reveals a direct role of syntaxin 1 and SNAP-25 in neu-
ron survival. Nat Commun 4:1472.

Persoon CM, Hoogstraaten RI, Nassal JP, van Weering JRT, Kaeser
PS, Toonen RF, Verhage M (2019) The RAB3-RIM pathway is es-
sential for the release of neuromodulators. Neuron 104:1065–
1080.e12.

Puntman DC, Arora S, Farina M, Toonen RF, Verhage M (2021)
Munc18-1 is essential for neuropeptide secretion in neurons. J
Neurosci 41:5980–5993.

Reim K, Mansour M, Varoqueaux F, McMahon HT, Südhof TC, Brose
N, Rosenmund C (2001) Complexins regulate a late step in Ca21-
dependent neurotransmitter release. Cell 104:71–81.

Robbins EM, Krupp AJ, Perez de Arce K, Ghosh AK, Fogel AI,
Boucard A, Südhof TC, Stein V, Biederer T (2010) SynCAM 1 adhe-
sion dynamically regulates synapse number and impacts plasticity
and learning. Neuron 68:894–906.

Rottkamp CA, Lobur KJ, Wladyka CL, Lucky AK, O’Gorman S (2008)
Pbx3 is required for normal locomotion and dorsal horn develop-
ment. Dev Biol 314:23–39.

Rouillard AD, Gundersen GW, Fernandez NF, Wang Z, Monteiro CD,
McDermott MG, Ma’ayan A (2016) The harmonizome: a collection
of processed datasets gathered to serve and mine knowledge
about genes and proteins. Database 2016:baw100.

Rowe J, Corradi N, Malosio ML, Taverna E, Halban P, Meldolesi J,
Rosa P (1999) Blockade of membrane transport and disassembly of
the Golgi complex by expression of syntaxin 1A in neurosecretion-
incompetent cells: prevention by RbSEC1. J Cell Sci 112:1865–
1877.

Rowlands T, Baumann P, Jackson SP (1994) The TATA-binding pro-
tein: a general transcription factor in eukaryotes and archaebacte-
ria. Science 264:1326–1329.

Sancho SC, Ouchi T (2015) Cell differentiation and checkpoint. Int J
Cancer Res Mol Mech 1.

Sando R, Bushong E, Zhu Y, Huang M, Considine C, Phan S, Ju S,
Uytiepo M, Ellisman M, Maximov A (2017) Assembly of excitatory
synapses in the absence of glutamatergic neurotransmission.
Neuron 94:312–321.e3.

Santos T, Wierda K, Broeke JH, Toonen RF, Verhage M (2017) Early
Golgi abnormalities and neurodegeneration upon loss of presyn-
aptic proteins Munc18-1, Syntaxin-1, or SNAP-25. J Neurosci
37:4525–4539.

Schanzenbächer CT, Langer JD, Schuman EM (2018) Time- and po-
larity-dependent proteomic changes associated with homeostatic
scaling at central synapses. Elife 7:e33322.

Schoch S, Deák F, Königstorfer A, Mozhayeva M, Sara Y, Südhof
TC, Kavalali ET (2001) SNARE function analyzed in synaptobrevin/
VAMP knockout mice. Science 294:1117–1122.

Sharma M, Burré J, Bronk P, Zhang Y, Xu W, Südhof TC (2012)
CSPa knockout causes neurodegeneration by impairing SNAP-25
function. EMBO J 31:829–841.

Sharma VM, Shareef MM, Bhaskar K, Kalidas S, Shetty PA,
Christopher R, Ramamohan Y, Pant HC, Shetty TK (2005) Nuclear
localization of Munc18-1 (P67) in the adult rat brain and PC12
cells. Neurochem Int 47:225–234.

Skene NG, Bryois J, Bakken TE, Breen G, Crowley JJ, Gaspar HA,
Giusti-Rodriguez P, Hodge RD, Miller JA, Muñoz-Manchado AB,
O’Donovan MC, Owen MJ, Pardiñas AF, Ryge J, Walters JTR,
Linnarsson S, Lein ES; Major Depressive Disorder Working Group
of the Psychiatric Genomics Consortium, Sullivan PF, Hjerling-
Leffler J (2018) Genetic identification of brain cell types underlying
schizophrenia. Nat Genet 50:825–833.

Research Article: New Research 13 of 14

November/December 2022, 9(6) ENEURO.0186-22.2022 eNeuro.org

http://dx.doi.org/10.1111/epi.13214
https://www.ncbi.nlm.nih.gov/pubmed/26514728
http://dx.doi.org/10.1523/JNEUROSCI.08-04-01454.1988
http://dx.doi.org/10.1016/S0896-6273(04)00190-4
http://dx.doi.org/10.1016/j.celrep.2017.01.025
https://www.ncbi.nlm.nih.gov/pubmed/28178528
http://dx.doi.org/10.1016/0092-8674(94)90556-8
http://dx.doi.org/10.1126/sciadv.aax5783
http://dx.doi.org/10.1111/j.1460-9568.2004.03503.x
https://www.ncbi.nlm.nih.gov/pubmed/15255974
http://dx.doi.org/10.1038/s41598-020-67988-2
http://dx.doi.org/10.1038/s41419-019-1445-0
http://dx.doi.org/10.1093/hmg/ddp222
https://www.ncbi.nlm.nih.gov/pubmed/19433415
http://dx.doi.org/10.1093/nar/gkn760
http://dx.doi.org/10.1016/j.cell.2007.11.002
https://www.ncbi.nlm.nih.gov/pubmed/18022372
http://dx.doi.org/10.1016/j.cell.2010.12.029
https://www.ncbi.nlm.nih.gov/pubmed/21241895
http://dx.doi.org/10.1083/jcb.201101072
https://www.ncbi.nlm.nih.gov/pubmed/21788371
http://dx.doi.org/10.1016/j.neuron.2019.05.002
https://www.ncbi.nlm.nih.gov/pubmed/31171447
http://dx.doi.org/10.1093/brain/awy046
https://www.ncbi.nlm.nih.gov/pubmed/29538625
http://dx.doi.org/10.1016/j.cell.2018.01.029
http://dx.doi.org/10.1523/JNEUROSCI.1964-15.2016
https://www.ncbi.nlm.nih.gov/pubmed/26758845
http://dx.doi.org/10.1016/S0896-6273(02)00828-0
http://dx.doi.org/10.1093/brain/awaa051
https://www.ncbi.nlm.nih.gov/pubmed/32168371
http://dx.doi.org/10.1038/ncomms2462
http://dx.doi.org/10.1016/j.neuron.2019.09.015
https://www.ncbi.nlm.nih.gov/pubmed/31679900
http://dx.doi.org/10.1523/JNEUROSCI.3150-20.2021
http://dx.doi.org/10.1016/S0092-8674(01)00192-1
https://www.ncbi.nlm.nih.gov/pubmed/11163241
http://dx.doi.org/10.1016/j.neuron.2010.11.003
https://www.ncbi.nlm.nih.gov/pubmed/21145003
http://dx.doi.org/10.1016/j.ydbio.2007.10.046
https://www.ncbi.nlm.nih.gov/pubmed/18155191
http://dx.doi.org/10.1093/database/baw100
http://dx.doi.org/10.1242/jcs.112.12.1865
http://dx.doi.org/10.1126/science.8191287
https://www.ncbi.nlm.nih.gov/pubmed/8191287
http://dx.doi.org/10.1016/j.neuron.2017.03.047
https://www.ncbi.nlm.nih.gov/pubmed/28426966
http://dx.doi.org/10.1523/JNEUROSCI.3352-16.2017
https://www.ncbi.nlm.nih.gov/pubmed/28348137
http://dx.doi.org/10.7554/eLife.33322
http://dx.doi.org/10.1126/science.1064335
https://www.ncbi.nlm.nih.gov/pubmed/11691998
http://dx.doi.org/10.1038/emboj.2011.467
https://www.ncbi.nlm.nih.gov/pubmed/22187053
http://dx.doi.org/10.1016/j.neuint.2005.01.005
https://www.ncbi.nlm.nih.gov/pubmed/15869823
http://dx.doi.org/10.1038/s41588-018-0129-5
https://www.ncbi.nlm.nih.gov/pubmed/29785013


Stamberger H, et al. (2016) A neurodevelopmental disorder including
epilepsy. Neurology 86:954–962.

Südhof TC (2018) Towards an understanding of synapse formation.
Neuron 100:276–293.

Toonen R, Wierda K, Sons MS, de Wit H, Cornelisse LN, Brussaard
A, Plomp JJ, Verhage M (2006) Munc18-1 expression levels con-
trol synapse recovery by regulating readily releasable pool size.
Proc Natl Acad Sci USA 103:18332–18337.

van Berkel AA, Santos TC, Shaweis H, Weering JRT, Toonen RF,
Verhage M (2021) Loss of MUNC18-1 leads to retrograde transport
defects in neurons. J Neurochem 157:450–466.

Vardar G, Chang S, Arancillo M, Wu Y, Trimbuch T, Rosenmund C
(2016) Distinct functions of syntaxin-1 in neuronal maintenance,
synaptic vesicle docking, and fusion in mouse neurons. J Neurosci
36:7911–7924.

Varoqueaux F, Sigler A, Rhee J-s, Brose N, Enk C, Reim K,
Rosenmund C (2002) Total arrest of spontaneous and evoked syn-
aptic transmission but normal synaptogenesis in the absence of
Munc13-mediated vesicle priming. Proc Natl Acad Sci USA
99:9037–9042.

Verhage M, Maia AS, Plomp JJ, Brussaard AB, Heeroma JH,
Vermeer H, Toonen RF, Hammer RE, van den Berg TK, Missler M,

Geuze HJ, Südhof TC (2000) Synaptic assembly of the brain in the
absence of neurotransmitter secretion. Science 287:864–869.

Vieira MS, Santos AK, Vasconcellos R, Goulart VAM, Parreira RC,
Kihara AH, Ulrich H, Resende RR (2018) Neural stem cell differen-
tiation into mature neurons: mechanisms of regulation and bio-
technological applications. Biotechnol Adv 36:1946–1970.

Washbourne P, Thompson PM, Carta M, Costa ET, Mathews JR,
Lopez-Benditó G, Molnár Z, Becher MW, Valenzuela CF, Partridge
LD, Wilson MC (2002) Genetic ablation of the T-SNARE SNAP-25
distinguishes mechanisms of neuroexocytosis. Nat Neurosci 5:19–
26.

Xian J, et al. (2022) Assessing the landscape of STXBP1-related dis-
orders in 534 individuals. Brain 145:1668–1683.

Yim YS, Kwon Y, Nam J, Yoon HI, Lee K, Kim DG, Kim E, Kim CH, Ko
J (2013) Slitrks control excitatory and inhibitory synapse formation
with LAR receptor protein tyrosine phosphatases. Proc Natl Acad
Sci USA 110:4057–4062.

Zhang Y, Chen K, Sloan SA, Bennett ML, Scholze AR, O’Keeffe S,
Phatnani HP, Guarnieri P, Caneda C, Ruderisch N, Deng S,
Liddelow SA, Zhang C, Daneman R, Maniatis T, Barres BA, Wu JQ
(2014) An RNA-sequencing transcriptome and splicing database
of glia, neurons, and vascular cells of the cerebral cortex. J
Neurosci 34:11929–11947.

Research Article: New Research 14 of 14

November/December 2022, 9(6) ENEURO.0186-22.2022 eNeuro.org

http://dx.doi.org/10.1212/WNL.0000000000002457
https://www.ncbi.nlm.nih.gov/pubmed/26865513
http://dx.doi.org/10.1016/j.neuron.2018.09.040
https://www.ncbi.nlm.nih.gov/pubmed/30359597
http://dx.doi.org/10.1073/pnas.0608507103
http://dx.doi.org/10.1111/jnc.15256
http://dx.doi.org/10.1523/JNEUROSCI.1314-16.2016
https://www.ncbi.nlm.nih.gov/pubmed/27466336
http://dx.doi.org/10.1073/pnas.122623799
https://www.ncbi.nlm.nih.gov/pubmed/12070347
http://dx.doi.org/10.1126/science.287.5454.864
https://www.ncbi.nlm.nih.gov/pubmed/10657302
http://dx.doi.org/10.1016/j.biotechadv.2018.08.002
https://www.ncbi.nlm.nih.gov/pubmed/30077716
http://dx.doi.org/10.1038/nn783
https://www.ncbi.nlm.nih.gov/pubmed/11753414
http://dx.doi.org/10.1073/pnas.1209881110
https://www.ncbi.nlm.nih.gov/pubmed/23345436
http://dx.doi.org/10.1523/JNEUROSCI.1860-14.2014
https://www.ncbi.nlm.nih.gov/pubmed/25186741

	Dysregulation of Synaptic and Developmental Transcriptomic/Proteomic Profiles upon Depletion of MUNC18-1
	Introduction
	Materials and Methods
	Animals
	RNA isolation
	Neuronal cultures
	RNA sequencing
	qPCR
	Mass spectrometry-based proteomics
	Bioinformatics

	Results
	Stxbp1 KO hippocampal tissue shows cell type-specific dysregulation of transcripts related to synapse function, immune system, lipid metabolism, and actin organization
	Proteome changes in Stxbp1 KO neuron cultures relate to synapse function and neuron development
	Limited regulation of proteins involved in known cell death pathways in Stxbp1 KO neurons
	The synaptic proteome is severely affected on depletion of MUNC18-1
	Loss of MUNC18-1 downregulates proteins implicated in neuron development

	Discussion
	References


