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Abstract: The metabotropic glutamate receptor 5 (mGluR5) is an essential modulator of synaptic
plasticity, learning and memory; whereas in pathological conditions, it is an acknowledged therapeutic target that has been implicated in multiple brain disorders. Despite robust pre-clinical data,
mGluR5 antagonists failed in several clinical trials, highlighting the need for a better understanding
of the mechanisms underlying mGluR5 function. In this study, we dissected the molecular synaptic
modulation mediated by mGluR5 using genetic and pharmacological mouse models to chronically
and acutely reduce mGluR5 activity. We found that next to dysregulation of synaptic proteins, the
major regulation in protein expression in both models concerned specific processes in mitochondria,
such as oxidative phosphorylation. Second, we observed morphological alterations in shape and
area of specifically postsynaptic mitochondria in mGluR5 KO synapses using electron microscopy.
Third, computational and biochemical assays suggested an increase of mitochondrial function in
neurons, with increased level of NADP/H and oxidative damage in mGluR5 KO. Altogether, our
observations provide diverse lines of evidence of the modulation of synaptic mitochondrial function
by mGluR5. This connection suggests a role for mGluR5 as a mediator between synaptic activity
and mitochondrial function, a finding which might be relevant for the improvement of the clinical
potential of mGluR5.
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1. Introduction
The group 1 metabotropic glutamate receptor 5 (mGluR5) is a G-protein coupled
receptor expressed widely across the brain, predominantly in hippocampus, striatum and
cortex [1]. Pharmacological and genetic animal models have revealed a major role of
mGluR5 in learning and memory in hippocampus [2–5]. mGluR5 is an essential postsynaptic modulator of synaptic plasticity [6,7], facilitating the induction and persistence of
long-term potentiation (LTP) and mediating long-term depression (LTD) [2,8,9]. This type
of LTD requires the synthesis of new proteins, a process regulated by mGluR5 at multiple
levels [10]. Moreover, this receptor is also known to participate in synapse formation,
maintenance and maturation [11,12].
mGluR5 regulation of the synapse is mediated by an intricate signal transduction mechanism, which involves the interplay of several signaling pathways (reviewed in [13,14]).
The coordinated action of multiple second messengers [such as inositol triphosphate (IP3),
Ca2+ and mitochondrial reactive oxygen species (ROS) [15]], protein kinases (e.g., PKC,
MAPK, mTOR and ERK1/2) and scaffold protein interactions [16] comprises the cascades
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underlying mGluR5 functions. This complicated signaling system ultimately leads to the
regulation of diverse downstream processes and illustrates the extensive role of mGluR5
in synaptic function at different levels. For instance, mGluR5 is preferentially coupled to
Gq/G11 to activate phospholipase C, producing IP3 and releasing Ca2+ from intracellular
stores. In the canonical signaling, this leads to the activation of kinases, e.g., CaMKII, PKC,
that modulate the function of ion channels, such as the NMDAR, which subsequently
affects synaptic plasticity [13]. Alternatively, mGluR5-mediated production of IP3 can also
lead to the generation of mitochondrial ROS, which activate ERK and PKA to increase
neuronal excitability [15].
mGluR5 has been implicated in multiple brain disorders, including schizophrenia [17], Alzheimer’s disease [18,19], Parkinson’s disease [20], major depressive disorder
(review [21]) and fragile X syndrome [22–24]. In line with this, the therapeutic potential
of mGluR5 pharmacological modulation, in particularly allosteric inhibition, has been
extensively described, e.g., in addiction (reviewed in [25,26]), Huntington’s disease [27],
chronic stress and depression [28,29], Alzheimer’s disease [30], fragile X syndrome [31]
and Parkinson’s disease [32]. Despite robust pre-clinical data, mGluR5 antagonists failed
in clinical trials for depression (reviewed in [33]), Parkinson’s disease [34] and fragile X
syndrome [35].
The relevance of mGluR5 in synaptic function, various brain disorders and its therapeutic potential have been greatly demonstrated. However, the negative outcome of
mGluR5 antagonists in clinical trials reveals the need for a better understanding of the
complex processes underlying mGluR5 function and inhibition at the synapse. Here, we
used a proteomic approach to investigate the synaptic response to the reduction of mGluR5
activity. By using pharmacological and genetic mouse models, we found that the most
prominent effect of mGluR5 inhibition and gene deletion was the change in protein expression of specific pathways in the mitochondria. Electron microscopy analysis revealed
the alteration in shape and area of postsynaptic mitochondria in mGluR5 KO synapses,
whereas computational and biochemical assays suggested an increase of mitochondrial
function in neurons. Together, our observations uniquely indicated the modulation of
mitochondrial function by mGluR5, which may be relevant for improving the clinical
potential of mGluR5.
2. Materials and Methods
2.1. Animals and Drug Administration
Grm5 knock-out mice (The Jackson Laboratory, Maine, ME, USA; from strain B6.129–
Grm5tm1Rod/J; stock number 003558) were bred and maintained on a C57Bl/6J background in
our facility. Male wild type C57Bl/6J mice aged 2-3 months were treated by intraperitoneal (i.e.,)
injection of 2 mg/kg 2-chloro-4-((2,5-dimethyl-1-(4-(trifluoromethoxy)phenyl)-1H-imidazol-4yl)ethynyl)pyridine (CTEP, Axon Medchem, Groningen, The Netherlands; cat. number
1972), as previously described [9,30,36], or vehicle (1% DMSO, 5% Tween-80, 30% PEG,
65% saline). Solution was passed through a 0.45 µm filter and adjusted to an administration volume of 10 mL/kg. Animals were sacrificed 2 h or 1 day after treatment. After
removing the brains, the hippocampus was dissected and stored at −80 ◦ C until further
use. The experiments were performed according to the guidelines approved by the Central
Committee for Animal Experiments (CCD) and the Animal Welfare Body (IVD) of the Vrije
Universiteit Amsterdam.
2.2. Synaptosome Preparation
Synaptosomes were individually prepared from 6 WT and 6 KO mice, as well as
6 WT mice treated with CTEP or vehicle as previously described [37]. Hippocampi were
homogenized in HEPES buffer (5 mM HEPES, pH 7.4, 0.32 M sucrose, with EDTA-free
protease inhibitor cocktail, Roche, Basel, Switzerland) in a dounce homogenizer (12 strokes,
900 rpm). The homogenate was centrifuged at 1000× g for 10 min and the supernatant
was subsequently centrifuged in a 0.85/1.2M sucrose gradient at 100,000× g for 2 h.

Cells 2021, 10, 1375

3 of 18

The synaptosomes collected from the 0.85/1.2 M sucrose interface were concentrated by
centrifugation at 18,000× g for 20 min. Protein concentration was determined by using
Bradford colorimetric assay (Bio-Rad, Hercules, CA, USA; 5000006EDU).
2.3. Sample Preparation for Mass Spectrometry
Synaptosome samples were further processed by filter-aided sample preparation
(FASP) with some modifications [38]. In short, 20 µg of protein mixed and incubated
with 75 µL 2% SDS, 1 mM Tris(2-carboxyethyl)phosphine for 1 h at 55 ◦ C. Samples were
incubated with 0.5 µL 200 mM methyl methanethiosulfonate for 15 min to block the
cysteines. Samples were mixed with 200 µL 8 M urea in Tris (pH 8.8) and transferred
to Microcon-30 filter tubes (Millipore, Burlington, MA, USA). Next, the samples were
centrifuged 15 min at 14,000× g and sequentially washed four times with 200 µL 8 M urea
in Tris buffer and 4 times with 50 mM ammonium bicarbonate. Protein digestion was
performed with 0.7 µg Trypsin/Lys-C Mix (MS grade, Promega; Madison, WI, USA) in
50 mM ammonium bicarbonate overnight at 37 ◦ C. Peptides were recovered with 200 µL
50 mM ammonium bicarbonate, dried in a SpeedVac and stored at −20 ◦ C until use.
2.4. LC-MS Analysis
Peptide samples were analyzed by micro LC-MS/MS as described previously [39].
Briefly, we used an Ultimate 3000 LC system (Dionex, Thermo Scientific, Waltham, MA, USA)
equipped with a 5 mM Pepmap 100 C18 column (300 µm i.d., 5 µm particle size, Dionex)
to trap the peptides and a 200 mM Alltima C18 column (300 µm i.d., 3 µm particle size)
for fractionation. A linear gradient of acetonitrile was applied in the mobile phase at a
flow rate of 5 µL/min, from 5 to 18% in 88 min, to 25% at 98 min, 40% at 108 min and to
90% in 2 min. Peptides were electro-sprayed with a micro-spray needle (at 5500 V) into a
TripleTOF 5600 mass spectrometer (Sciex, Framingham, MA, USA).The data-independent
acquisition method consisted of a parent ion scan of 150 ms followed by Sequential Window
Acquisition of all THeoretical mass spectra (SWATH) windows of 8 Da with 80 ms scan
time, stepped through 450–770 m/z mass range. The collision energy for each window was
determined for a 2+ ion centered upon the window with 15 eV spread.
Spectronaut Pulsar (v12.0.20491, [40]) was used for data analysis with a spectral library
generated from synapse-enriched samples containing spike-in iRT reference peptides
(Biognosys, Schlieren, Switzerland). Cross-run normalization was enabled and all other
parameters were set at default. The peptides considered for down-stream analysis were
quantified with a Q-value ≤ 10−3 across all samples in at least half of the groups in each
dataset (allowing one outlier within each group). Only proteins with at least two peptides
were considered. The mass spectrometry proteomics datasets generated during the current
study are available in the PRIDE repository, with the identifier PXD023809.
2.5. SDS-PAGE Immunoblotting
Synaptosome samples were mixed with 5× Laemmli buffer and incubated at 90 ◦ C for
5 min. Proteins were separated on SDS-polyacyrlamide gels containing 2,2,2-trichloroethanol
for total protein amount visualization. After electrophoresis, gels were scanned using a
Gel Doc EZ imager (Bio-Rad) and electro-transferred onto a PVDF membrane overnight
at 40 V. Membranes were blocked with 5% non-fat milk (Sigma-Aldrich, St. Louis, MO,
USA), incubated with primary antibody at 4 ◦ C for 1 h and then with matching HRPconjugated secondary antibodies at 4 ◦ C for 1 h (Agilent Dako, Santa Clara, CA, USA). After
washing, the membranes were scanned with Femto ECL Substrate (Thermo Fisher Scientific,
Waltham, MA, USA) using the Odyssey Fc system (LI-COR Bioscience, Lincoln, NA, USA).
Images were quantified using Image Studio software (version 2.0.38). Differences in loading
were corrected using the quantification of the total protein amount and immunoblot signals
were normalized to the controls. The following primary antibodies were used: antiME3 (Abcam, Cambridge, UK; ab172972), anti-mGluR5 (GenScript, Piscataway, NJ, USA;
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A01493), anti-Rat mGluR1α (BD Biosciences, San Jose, CA, USA; 556331) and anti-PSD-95
(NeuroMab, Davis, CA, USA; 75-028).
2.6. Electron Microscopy (EM)
Wild type and mGluR5 KO mice (6 per group) were perfused with ice-cold phosphatebuffer saline (PBS, pH 7.4), followed by 4% paraformaldehyde (PFA) in PBS. Brains were
immersed overnight in 4% PFA in PBS and then in 30% sucrose, 0.02% NaN3 in PBS. Brains
were sliced in 40 µm sagittal sections with a cryostat. Sections were sequentially post-fixed
in 1% osmium tetroxide, 1.5% potassium ferricyanide, dehydrated in an ascending ethanol
series, and embedded in epoxy resin. Hippocampal CA1 region was cut into 80 nm sections
and contrasted with 0.5% uranyl acetate and lead citrate. Transmission EM analysis was
performed at 100,000 magnifications using a JEOL1010 electron microscope (JEOL, Tokyo,
Japan) and a side-mounted CCD camera (Morada, EMSIS, Munster, Germany). Digital
images were processed with iTEM analysis software (EMSIS).
The synapse length (active zone and postsynaptic density), mitochondrial compartment area, perimeter and distance to the synapse (shortest distance to the active zone or
postsynaptic density) were determined in at least 200 synapses per genotype using ImageJ
software (imagej.nih.gov/ij, accessec on 23 May 2021). Both symmetric and asymmetric
synapses were included in the analysis. Only mitochondria within 500 nm from the center
of the active zone or postsynaptic density were considered [41]. The elongation index
corresponds to 1/circularity, where circularity was calculated as 4π x Area/Perimeter2 [42].
All image acquisition and analyses were performed blinded for genotype.
2.7. NADP/H and 2-Thiobarbituric Acid Reactive Substances (TBARS) Assay
Total NADP/H level was determined with a NADP/NADPH assay kit (Abcam,
ab65349) following the provided protocol. In brief, 5 WT and 5 mGluR5 KO mouse hippocampi were homogenized in 500 µL extraction buffer and centrifuged at 20.000× g for
5 min at 4 ◦ C. The supernatant was transferred to a 10k Da column (Sartorius Stedim
Biotech, Gottingen, Germany) and centrifuged at 4000× g for deproteinization. The unfiltered protein fraction was kept for protein quantification using Bradford colorimetric
assay (Bio-Rad, Hercules, CA, USA, 5000006EDU). Cycling reaction mix was added to
each sample in duplicate and developed for 3 h. Samples were scanned (optical density at
450 nm) in a SpectraMax i3 (Molecular Devices, San Jose, CA, USA), individual sample
background was subtracted and protein concentration was used for normalization.
Total malonaldehyde (MDA) level was determined with a TBARS assay kit (Oxford
Biochemical Research, Rochester Hills, MI, USA; FR45). Hippocampi dissected from 7 WT
and 5 mGluR5 KO mice were homogenized, centrifuged and filtered as described above.
Samples were mixed in duplicate with indicator solution and incubated at 65 ◦ C for 45 min.
Samples were scanned (585 nm emission, 532 nm excitation) in a SpectraMax i3 (Molecular
Devices), background was subtracted and protein concentration was used for normalization
2.8. Gene Ontology (GO) Enrichment Analysis and Databases
GO enrichment analysis was performed using g:Profiler [43], with g:SCS method
for multiple testing correction and all proteins identified as background. Only proteins
labeled as “Known mitochondrial” from MitoMinner [44] were considered for down-stream
analysis on mitochondrial proteins. Mitochondrial proteins were classified based on their
subcellular localization as retrieved from Uniprot, protein complexes from CORUM [45]
and functional annotation as curated by MitoXplorer [46]. Proteomic data was visualized
onto the electron transport chain (wikipathways WP111_107324, [47]) using PathVisio [48].
2.9. Cell-Type Enrichment Analysis
Expression weighted cell-type enrichment (EWCE) analysis was performed as previously described [49]. We used a publicly available single-cell RNA sequencing (scRNA-seq)
dataset generated from mouse primary visual cortex [50], including only the exonic data.
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Uninformative cell-types were excluded. Additionally, cell-type enrichment analysis was
performed as implemented in FUMA [51], using 29 of the available pre-processed scRNAseq datasets generated from nervous system tissue. All mitochondrial proteins identified
in the CTEP proteomic dataset were used as background.
2.10. Gene Expression Correlation Analysis
Grm5 gene expression was correlated with all mitochondrial and non-mitochondrial
genes expression based on a reference scRNA-seq dataset, generated from mouse primary
visual cortex [50]. The raw exonic count data was converted into counts per million (CPM)
and log10 transformed with pseudo-count 1. Per gene per cell type (subclass) average was
calculated for expression values different from 0. Uninformative cell-types were excluded
(i.e., “Low quality”, “Batch grouping”, “High intronic”, “Doublet”) and expression data
was median normalized. Spearman correlation was performed between Grm5 expression
data and the rest of the genome.
2.11. Experimental Design and Statistical Analyses
For proteomic analysis, the experiments were performed in randomized blocks [52].
Protein abundances were Loess normalized with Limma R package (‘normalizeCyclicLoess’
function, 10 iterations, ‘fast’ method) [53]. Empirical Bayes moderated t-statistics were
applied (p < 0.01) using the same R package (‘eBayes’ and ‘topTable’ functions), without
multiple testing correction to allow more proteins into the pathway analysis. For EM analysis, outlier identification was performed using GraphPad Prism 6 (ROUT, 1%). Nested
statistics were applied by using a linear mixed-effects model as implemented in lme4 R
package [54]. Student’s t test was applied to analyze the percentage of synapses with
mitochondria. For gene expression correlation analysis, the statistical assessment was
performed using corrplot R package with ‘fdr’ adjustment for multiple testing correction.
Correlations with FDR corrected p-values < 0.05 were considered significant. For enrichment analyses, the statistical tests integrated in each method were used. Shapiro-Wilk
test and visual inspection were used to test for normality. Other statistical analyses were
performed using Student’s t test.
3. Results
3.1. Mitochondrial Protein Expression Is Regulated in mGluR5 KO
To investigate the mechanism behind the function of mGluR5 in the synapse, we
first applied quantitative proteomics to wild type (WT) and mGluR5 knockout (KO) mice.
The synaptic proteome was enriched by preparing synaptosomal fractions from mouse
hippocampus. Proteins were digested into peptides and analyzed by mass spectrometry using the label-free Sequential Window Acquisition of all THeoretical mass spectra
(SWATH) acquisition method [38]. Data analysis was performed considering only proteins
with >2 high quality peptides for downstream analysis. After filtering, 11,400 peptides
from 1766 proteins were identified (Figure 1A, Data S1A). Proteins were quantified with
a median coefficient of variation of 9% and 8% for the 6 biological replicates of WT and
KO synaptosome preparations, respectively (Figure S1). As a result, the expression of
26 proteins was found increased and 38 decreased in mGluR5 KO synaptosomes (eBayes
p ≤ 0.01, Figure 1A).
To gain insight in the underlying processes regulated, we performed gene ontology
enrichment analysis (Figure 1B, Data S1B). The most prominent overrepresentation identified was the mitochondria, with general ontology terms such as ‘mitochondrion’, and more
specifically the mitochondrial inner membrane. In total 73% of all up-regulated proteins
were mitochondrial. Moreover, several of these proteins also showed high fold-changes,
such as Me3 (malic enzyme 3), which is the most up-regulated protein with ~2.5 times
higher protein expression in mGluR5 KO than in WT controls (p = 6.6 × 10−11). Eighteen
proteins from ‘metabolic pathways’ (KEGG), mainly related to the glucose metabolism,
were found consistently down-regulated in mGluR5 KOs (0.85-fold of the WT protein
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expression on average). Other metabolic pathways were obtained from other sources, such
as ‘small molecule biosynthetic process’ (Gene Ontology biological process), ‘metabolism
of carbohydrates’ (Reactome), ‘glycolysis and gluconeogenesis’ (Wikipathways).

Figure 1. Quantitative proteomics analysis of mGluR5 KO synaptosomes. (A) Volcano plot showing the distribution of
fold-change protein expression in mGluR5 KO synaptosomes compared to WT mice (N = 6). Proteins above the dotted line
were considered significantly regulated (eBayes p < 0.01). Proteins are labeled and colored based on the 3 non-overlapping
annotations with highest protein count in (B). Asterisks in the protein name tags indicate synaptic proteins based on SynGO.
(B) Gene ontology enrichment analysis for the significantly regulated proteins (p < 0.01) depicted in (A). The ontology terms
with the highest protein count from each database source are indicated. (C) SDS-PAGE immunoblot validation of selected
proteins found decreased (Grm5, Grm1), increased (Me3), or non-affected (Dlg4) in mGluR5 KO (N = 3). In agreement
with the mass spectrometry data, Grm5, Grm1 and Me3 protein expression were found significantly regulated (t-test
p = 0.001, 0.014 and 0.002, respectively), but not Dlg4 (p = 0.93). Protein loading was visualized and quantified in-gel using
2,2,2-Trichloroethanol to correct total protein amount differences. CORUM, the comprehensive recourse of mammalian
protein complexes; GO:BP, Gene Ontology Biological Processes; GO:CC, Gene Ontology Cellular Compartment; KEGG,
Kyoto Encyclopedia of Genes and Genomes; REAC, Reactome; WP, WikiPathways Ontology. All bar graphs, means ± SD.

Several known synaptic proteins, as annotated in SynGO [55], were found among
the regulated proteins. As expected, mGluR5 (Grm5) was the protein most significantly
decreased in expression; compared to the background signal of the KO where Grm5 was
not identified. Other synaptic proteins with decreased expression level included mGluR1
(Grm1), Gad1 and Pacsin1; while the expression of PrkCb (Protein kinase C beta type),
Gpc1 and Kcnd3 (Potassium voltage-gated channel subfamily D member 3) were found
increased, which may involve compensatory mechanisms to the lack of mGluR5 activity.
As an independent validation of the results obtained by mass spectrometry, we performed immunoblotting analysis of several proteins and with different directions of regulation (Figure 1B). In all cases we found good agreement between approaches, i.e., mGluR5
was absent in KO mice, mGluR1 was significantly down-regulated, mitochondrial Me3
was strongly up-regulated, and Dlg4 (PSD95) was not found regulated with either method.
Taken together, these data revealed a predominant increase of mitochondrial proteins
expression in mGluR5 KO synaptosomes and, to lesser extent, the decrease of metabolic
proteins expression and differential expression of synaptic proteins.
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3.2. Postsynaptic Mitochondrial Morphology Is Altered in mGluR5 KO
We next asked whether the mitochondrial protein differential expression in mGluR5 WT/KO
may be derived from changes in the structure and/or trafficking of mitochondria to the
synapse. To answer this, we used transmission electron microscopy (EM) of hippocampal
CA1 region synapses from WT and mGluR5 KO brains sections (Figure 2A). First, 209 WT
and 247 KO synapses were analyzed to assess whether there is a preferential mitochondrial
localization to the synapse in mGluR5 KO. No significant difference was observed in
the percentage of synapses containing mitochondria (36% of the WT and 42% of the KO
synapses; Figure 2B). In addition, the distance of the mitochondria to the synapse (active
zone or postsynaptic density) was not found significantly altered (Figure 2C), neither for
presynaptic and postsynaptic mitochondria separately (Figure S2A). Thus, mitochondrial
localization does not seem to be altered in mGluR5 KO synapses.

Figure 2. Electron microscopy analysis of mGluR5 KO synaptic mitochondria. (A) Representative images of typical
asymmetric glutamatergic synapses from WT and mGluR5 KO hippocampus (N = 6). Synaptic mitochondria are highlighted
in green. (B) Percentage of synapses containing mitochondria in either the pre- or post-synaptic compartment (N = 6, n = 209
for WT; N = 6, n = 247 for KO). No significant difference was found between WT and KO (t-test, p = 0.64). (C) Linear distance
from the presynaptic and postsynaptic mitochondria to the active zone and postsynaptic density, respectively. No significant
difference was found between WT and KO (nested p = 0.29). (D) Area and perimeter of mitochondria located in both the preand post-synaptic compartment were significantly reduced in KO mice (nested p = 0.028 and 0.003, respectively). (E) Area,
perimeter and elongation index of mitochondria located in the post-synaptic compartment were significantly reduced in KO
mice (nested p = 0.002, 0.001 and 0.019, respectively). (F) No significant differences were found between WT and KO in the
area, perimeter and elongation index of mitochondria located in the presynaptic compartment (nested p = 0.20, 0.09 and
0.11, respectively). * p < 0.05, ** p < 0.01. All bar graphs, means ± SD.
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Second, the morphology of the synaptic mitochondria was measured. We analyzed
the area and perimeter of 59 WT and 86 KO synaptic mitochondrial compartments. Both
parameters were found significantly decreased in mGluR5 KO synapses (Figure 2D), while
the synaptic active zone length did not change (Figure S2B). Furthermore, we found the
postsynaptic mitochondrial area and perimeter significantly decreased in mGluR5 KOs
(Figure 2E), whereas the presynaptic mitochondria were not affected (Figure 2F).
Next, we calculated the elongation index, which gives an indication of the shape
of the mitochondria. A perfect circular shape corresponds to an elongation index of 1,
while higher values indicate more elongated or complex shapes. The elongation index of
postsynaptic mitochondria was found reduced in mGluR5 KOs (Figure 2E), whereas for
presynaptic mitochondria this was not significantly different from WTs (Figure 2F). Altogether, the mitochondrial compartment in mGluR5 KO exhibited a smaller area, perimeter
and elongation index for the postsynapse, but not for the presynapse, matching the mainly
postsynaptic expression of mGluR5.
3.3. Acute Pharmacological Inhibition of mGluR5 Regulates Mitochondrial Protein Expression
To explore the synaptic mechanisms underlying mGluR5 function in an alternative
model of diminished mGluR5 activity, we investigated acute pharmacological inhibition
of mGluR5 using quantitative proteomics. Adult WT mice were treated once or twice
with CTEP, a negative allosteric modulator of mGluR5 with a long half-live in mice [31,36].
Animals were sacrificed 2 (CTEP2h), 24 (CTEP1d) and 48 h (CTEP2d) after the first administration (Figure 3A). Hippocampal synaptosomes were isolated and analyzed by mass
spectrometry as indicated above, using mice treated with vehicle as control. From the
2072 proteins quantified across all experimental conditions (Data S2A), in total 52 proteins
were significantly regulated upon CTEP treatments (eBayes p ≤ 0.01, Figure 3B,C); 45 were
found regulated in the CTEP2h group (Figure 3B), while only five proteins were regulated
in CTEP1d (Figure 3C) and three in CTEP2d (Figure 3D). All three groups were quantified
with a low 8% median coefficient of variation within replicates (Figure S3A).
Next, we performed gene ontology enrichment analysis to functionally annotate the
regulated proteins upon CTEP treatment (Figure 3E, Data S2B). Interestingly, 79% of the
proteins found up-regulated belong to the mitochondrion, which parallels the results
obtained from mGluR5 KOs. Whereas little overlap was found for the proteins significantly
regulated in mGluR5 KO and CTEP-treated mice (Figure S3B), gene ontology enrichment
analysis revealed the same 8 GO cellular component terms in both models, including
mitochondrion, mitochondrial envelope and mitochondrial inner membrane. Furthermore,
we observed that the mitochondrial and metabolic proteins regulated in mGluR5 KOs
followed the same direction of regulation in CTEP2h with smaller fold-change (Figure S3C).
Among the down-regulated proteins, we found the synaptic Bin1-Dnm1-Ehbp1 complex,
Arhgap44, Map2k1 and Pak3, as well as Pacsin1 and Got1, of which expression was
also significantly decreased in the mGluR5 KO. All in all, the expression of multiple
mitochondrial proteins was found increased 2 h after the CTEP treatment, partly replicating
the effects identified in the KO.
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Figure 3. Quantitative proteomics analysis of synaptosomes of CTEP-treated mice. (A) Experimental
design. Adult WT mice were treated with CTEP or vehicle and sacrificed 2 (CTEP2h), 24 (CTEP1d)
and 48 h (CTEP2d) after the first administration as indicated (N = 6). (B–D) Volcano plots showing
the distribution of fold-change protein expression in CTEP-treated mice synaptosomes from the
CTEP2h (B), CTEP1d (C) and CTEP2d (D) groups compared to vehicle control. Proteins above
the dotted line were considered significantly regulated (eBayes p < 0.01). (E) Heatmap showing
the differentially abundant synaptosome proteins between CTEP-treated and control mice. Color
gradient (blue-red) indicates the fold changes compared to vehicle control. Asterisks indicate the
experimental group in which the protein was found significantly regulated. Proteins were annotated
according to gene ontology enrichment analysis.

3.4. Reduced mGluR5 Activity Alters Specific Mitochondrial Pathways
To gain insight in the mGluR5-mediated mitochondrial protein regulation, we inspected several aspects of the mitochondrial proteome. First, we explored the distribution
of expression fold-changes in CTEP2h for all mitochondrial proteins, as annotated by MitoMiner (Figure 4A). We found that mitochondrial proteins followed a significant bimodal
distribution compared to a randomized protein selection (p < 2.2 × 10−16 , 100 iterations),
i.e., mitochondrial proteins tended to form two groups in the CTEP2h treatment, one with-
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out expression changes and one with higher expression compared to controls. To uncover
the specific mitochondrial processes implicated, the mitochondrial proteins were grouped
based on their cellular compartment, protein complex and biological functions, as retrieved
from Uniprot, CORUM and MitoXplorer, respectively. Regarding the distribution over the
sub-organelle compartments, proteins located in the mitochondrial inner membrane and
intermembrane space showed higher fold-changes, compared with the mitochondrial matrix (Figure S4A). Regarding the biological function, the highest fold-changes were found
for proteins related to the oxidative phosphorylation, mitochondrial carrier and dynamics
(Figure 4B). Accordingly, the protein complexes with highest fold-changes correspond to
oxidative phosphorylation and mitochondrial intermembrane space bridging complexes
(Figure S4B). The visualization of the oxidative phosphorylation pathway confirmed a
broad coverage of proteins identified, with a 1.15-fold median increased expression in
synaptosomes of CTEP-treated mice (Figure 4C). In contrast, the cytosolic proteins from
the pentose phosphate pathway, glycolysis and ROS defense showed the lowest foldchanges, in line with the decreased protein expression of metabolic pathways observed
in the mGluR5 KO. Altogether, the short-term inhibition of mGluR5 appears to affect the
protein expression of specific pathways of the mitochondrial proteome, in particular the
oxidative phosphorylation.
To understand the functional implication of the mitochondrial pathways regulated,
the levels of NADP/H (a cofactor of several mitochondrial enzymes) and oxidative damage
(partly derived from the oxidative phosphorylation activity) were analyzed in mGluR5
KO hippocampus. Total NADP/H in KO hippocampus was 21% higher in comparison
to WT (Figure 4D), which matches well with the increased protein expression of NAD(P)Hdependent mitochondrial enzymes, such as Me3. To assess oxidative damage, we measured
the malonaldehyde (MDA) produced via lipid peroxidation as a consequence of oxidative
stress. Total MDA level in KO hippocampi was significantly increased 38% compared
to WTs (Figure 4E), which indicates elevated lipid damage resulting from oxidative stress.
Taken together, the increased level of NADP/H and oxidative damage observed in mGluR5
KO hippocampus suggests higher oxidative stress partly derived from the augmented
mitochondrial activity, including the oxidative phosphorylation.
3.5. Neuronal Mitochondrial Proteins Are Mostly Regulated by the mGluR5 Inhibition
In the adult mouse brain, mGluR5 is mostly expressed in neurons [56,57], however,
other cell types may also be indirectly implicated in the mGluR5-mediated mitochondrial regulation. While the synaptosome preparations analyzed mostly contain neuronal
synaptic mitochondria, impurities of free mitochondria from other cell-types might also
be present in this fraction. Interestingly, the expression of mitochondrial proteins differs
across tissues and cell types to adjust to different tasks and demands [58,59] and, thus,
these expression differences can be used to discriminate between cell-types. To determine
the cells most affected by the manipulation of mGluR5 function, we examined the cell-type
distribution of the mitochondrial proteome.
First, we performed expression weighted cell-type enrichment (EWCE) analysis on
the mitochondrial proteins significantly regulated by CTEP2h treatment, with all identified
mitochondrial proteins as background. When using a single-cell transcriptomic (scRNAseq) dataset from mouse cortex [50], the most significant cell-types obtained correspond
to excitatory neurons, including neuronal types from multiple cortical layers (Figure 4F,
Data S3A). To confirm this result using independent single-cell datasets, we performed
cell-type enrichment analysis using 29 publicly available scRNA-seq datasets from mouse
and human nervous system tissue as implemented in FUMA [51]. Accordingly, the vast
majority of the most significant cell-types obtained correspond to neurons, including 84%
of the three most significant cell-types per dataset (Data S3B, Figure S5).
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Figure 4. Mitochondrial pathway and cell-type enrichment analysis of CTEP-induced protein expression regulation.
(A) Distribution of protein expression fold-changes induced by the treatment with CTEP (CTEP2h group) for all quantified
mitochondrial proteins and a randomized control (100 iterations). The mitochondrial proteins distribution was significantly
different from the control. (B) Boxplot showing the distribution of mitochondrial protein expression fold-changes (CTEP2h
group) in different functional categories based on MitoXplorer. Solid and dotted vertical lines indicate no change and ±0.1
fold-change (log2), respectively. (C) Visualization of CTEP-mediated protein expression modulation onto the mitochondrial
electron transport chain (wikipathways WP111_107324). Color gradient represents the protein expression fold-change
(CTEP2h group). Proteins in gray were not identified. (D) Total level of the cofactor NADP/H was increased in mGluR5 KO
hippocampus compared to WT (N = 5). (E) Total MDA (malonaldehyde) level was increased in mGluR5 KO hippocampus
compared to WT (N = 7 for WT; N = 5 for KO), as an assessment for oxidative damage. (F) Expression weighted cell-type
enrichment analysis for the differentially abundant mitochondrial proteins and the 50 mitochondrial proteins with larger
fold-changes upon CTEP2h treatment. The dendogram represents the hierarchical relationship between cell-types. * p < 0.05,
*** p < 0.001. All bar graphs, means ± SD.
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To test whether mitochondrial proteins with stronger CTEP-induced regulations are
associated with a specific cell-type, we performed EWCE analysis on the 50 mitochondrial
proteins with higher fold-change upon CTEP2h treatment. Similar to the significantly
regulated proteins, higher fold-change mitochondrial proteins were enriched in neuronal
cell-types (Figure 4F, Data S3A). As an independent assessment, we correlated the genetically determined expression of all mitochondrial and non-mitochondrial genes with
mGluR5 (Figure S6A). mGluR5 mostly exhibited either a positive or negative correlation
with mitochondrial genes, in contrast with the absence of correlation observed between
mGluR5 and all non-mitochondrial genes. The expression profiles of mitochondrial genes
significantly correlated with mGluR5 revealed that the positive and negative correlations
correspond to genes little and highly expressed in non-neuronal cell types, respectively
(Figure S6B). Moreover, positively correlated genes showed a higher fold-change in protein expression than the negatively correlated genes upon CTEP treatment (Figure S6C).
The same trend was found using single-cell protein expression [59], where mitochondrial
marker proteins for granule cells showed higher fold-changes than for astrocytes (Figure
S6D). Taken together, the mitochondrial proteins most regulated by the treatment with
CTEP appear to be enriched in neuronal cell-types, matching the mostly neuronal mGluR5
expression, while non-neuronal mitochondrial proteins were less affected.
4. Discussion
In this study, we investigated synapse adaptation to loss or impaired mGluR5 function
from a proteomic perspective. By using a mGluR5 KO mouse model, we first assessed
the adaptation of synaptic proteins to the chronic lack of mGluR5 function throughout
development and lifespan. Pharmacological inhibition of mGluR5 in vivo allowed us to
evaluate the acute synaptic modulation derived from the reduction of mGluR5 activity
in adult mice. Despite fundamental differences between these models, we found that
the major synaptic protein expression changes in both models concerned mitochondrial
functions. This mGluR5-dependent mitochondrial modulation was further characterized
by electron microscopy, biochemical and computational analysis.
Mass spectrometry analysis of mGluR5 KO synaptosomes led to the identification
of 64 significantly regulated proteins from different functional categories. Among the
synaptic proteins, mGluR1 (Grm1) and PKC beta (Prkcb) expression was found decreased
and increased, respectively. mGluR1 and mGluR5 interact in a protein complex and constitute the group 1 metabotropic glutamate receptors family [60], while PKC is involved
in mGluR5 signaling pathway. The increased PKC beta expression and co-regulation of
mGluR1-mGluR5 suggest the rearrangement of downstream effectors rather than the functional compensation between receptor family members for the lack of mGluR5 signaling.
Additionally, Pacsin1 expression was reduced in both the mGluR5 KO and CTEP-treated
mouse synaptosomes, a protein known to promote AMPA and NMDA receptor endocytosis
and trafficking [61–63]. Moreover, Arhgap44 [64], Map2k1 [65] and Pak3 [66] were found
down-regulated in CTEP-treated mice, which are involved in AMPA receptor trafficking
and recycling. Given the role of mGluR5 in the modulation of AMPA receptor and induction of NMDA receptor trafficking to the surface [67], the action of Pacsin1, Arhgap44,
Map2k1, Pak3 and mGluR5 is likely coordinated to regulate the overall synaptic response
to glutamate. Taken together, mGluR5 KO and CTEP-treated mice showed the expression
regulation of multiple synaptic proteins known to be functionally related to mGluR5.
Despite the regulation of synaptic proteins, the most prominent effect observed in
both models was the increased expression of mitochondrial proteins. From all up-regulated
synaptosome proteins, 73% and 79% were mitochondrial for mGluR5 KO and CTEP-treated
mice, respectively. Mitochondrial and synaptic function are tightly interconnected [68].
Neuronal activity triggers a rapid burst of mitochondrial fission and elevation of mitochondrial calcium [69]. Vice versa, mitochondria located in axons and dendrites are essential
for synaptic transmission and plasticity via different mechanisms, such as the regulation
of calcium homeostasis, ATP production and protein translation [70,71]. Since mGluR5 is
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critically implicated in protein synthesis and LTD, a functional link between mitochondria
and mGluR5 is plausible. Interestingly, mitochondrial ROS have been previously shown to
act as second messenger in mGluR5 signaling pathway [15,72]. Moreover, several lines of
evidence suggest the essential role of ROS, partly produced by mitochondria, in physiological synaptic plasticity, learning and memory, while the pathological disruption of ROS
balance impairs these processes [73]. Considering the common role of mitochondria and
mGlulR5 as modulators of synaptic plasticity, mGluR5 may represent a key hub for the
crosstalk between synaptic transmission and mitochondria.
In addition, several proteins involved in glucose metabolism were found downregulated in mGluR5 KOs, but not as extensively in CTEP-treated mice. Although a
relatively low overlap in protein identity of significant proteins was found between both
models, the metabolic and mitochondrial proteins regulated in mGluR5 KOs showed
the same trend upon CTEP treatment with smaller effect size. This observation suggests
that the acute inhibition of mGluR5 can modulate the levels of the same proteins at the
synapse, but not as strong as the chronic lack of mGluR5 activity in the KOs. Remarkably,
the effect of the pharmacological inhibition of mGluR5 seems quickly reversible since it
was not found 24 h after CTEP administration, regardless of the long CTEP half-life [36].
Together, acute and chronic mGluR5 function inhibition both induce a substantial increase
in mitochondrial protein expression.
Observations combined from mGluR5 KO and CTEP-treated mice revealed several
aspects of the mGluR5-mediated mitochondrial regulation. First, no preferential synaptic
localization was found for mitochondria in the mGluR5 KO, suggesting that the increased
protein expression was not simply caused by a higher number of mitochondria included
into the synaptosome preparation. Accordingly, pharmacological inhibition of mGluR5
seems to regulate the protein expression of specific pathways rather than the whole mitochondrial proteome. Second, a reduced area, perimeter and elongation index of synaptic
mitochondria were found in mGluR5 KOs while the synapse length was unaffected, implicating mitochondria with smaller size and more circular shape. Since mitochondrial
morphology and function are closely associated, these morphological changes might indicate a modulation of mitochondrial activity. Indeed, pathway analysis from CTEP-induced
mice indicated regulation of oxidative phosphorylation proteins, which are implicated in
the production of oxidative stress and ROS. Consistently, an increased oxidative damage
and NADP/H, cofactor of multiple mitochondrial enzymes, were observed in mGluR5
KO, possibly underlying a higher mitochondrial activity. Mitochondrial morphology and
activity can be adjusted by synaptic activity via fusion/fission events, which are required
for synaptic plasticity [69]. Considering the function of mGluR5 as a glutamate receptor,
these observations suggest that mGluR5 might be implicated in the connection between
synaptic activity, the release of glutamate and mitochondrial function. Lastly, the morphological alteration of mitochondria were found only in the postsynaptic compartment,
matching the main subcellular localization of mGluR5 [1]. In parallel, cell-type enrichment
analysis showed that the mitochondrial pathways mostly regulated by CTEP-treatment
correlated best with neuronal cell types, consistently with the primary neuronal mGluR5
expression in adult brain [56,57]. Collectively, these results strongly suggest a direct link
between mGluR5 and the mitochondrial function in the synapse.
In previous studies, indications of the association between mGluR5 and mitochondrial
function have been found. MGluR5 was shown to modulate ATP levels in different types of
cells [74–76], production of ROS [15,72,75,77], mitochondrial mass [75] and mitochondrial
biogenesis [78]. Our study revealed that mGluR5, in addition to these, can also regulate
specific mitochondrial proteins, morphology and NADP/H level. Our observation of
an mGluR5-dependent postsynaptic mitochondrial morphology may partly explain the
dysfunctional mitochondrial respiration and morphology recently reported in a fragile X
syndrome mouse model [79], in which mGluR5 plays a predominant role [80]. Moreover,
the proteomic data provides a new entry into exploration of the specific mitochondrial
pathways implicated and the mechanisms by which mitochondrial function responds
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to mGluR5. Among the multiple downstream effectors of mGluR5 signaling, PKC beta
(Prkcb) level was found increased in mGluR5 KO, and MEK1 (Map2k1) level decreased
in CTEP-treated mice. These observations suggest the involvement of Gq-IP3-PKC rather
than MEK-ERK signaling pathway in the mGluR5-mediated mitochondrial regulation,
which might be considered for further investigation. Accordingly, mitochondrial ROS
have been found activated by mGluR5 through IP3 [15], and mitochondrial respiration
in synaptic fractions is known to be altered via PKC and IP3 in ischemia [81–83]. Taken
together, we found new evidence for the connection between mGluR5 and mitochondrial
function and provided data to generate hypotheses for future investigation regarding the
underlying mechanistic link between mGluR5 and mitochondria, as well as the functional
and therapeutic implication of this relation.
Our proteomic analysis indicated an increase in the level of mitochondrial proteins,
in contrast with the reduced mitochondrial size shown by EM analysis. Although these
results appear to mismatch, both observations could be compatible. The increase in levels
of mitochondrial proteins might reflect a different metabolic state of the mitochondria
rather than a change in their size. Accordingly, we found only protein levels within specific
mitochondrial pathways increased, instead of the whole mitochondrial proteome, and
increased NADP/H levels suggesting changes in mitochondrial physiology. Alternatively,
the increased protein levels may also be derived from presynaptic mitochondria, for which
a morphological alteration was not observed, and/or different types of dendritic spines
not easily identified by EM analysis.
In conclusion, the most prominent mGluR5-mediated synaptic response identified was
the regulation of mitochondria. Given the important role of mitochondria in disorders of the
central nervous system [84] and the broad therapeutic potential of mGluR5, this functional
relationship represents an interesting connection to consider regarding improvement of
treatments and the outcome of clinical trials. Moreover, we postulate the role of mGluR5 as
a regulator of the link between synaptic activity and mitochondrial function.
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Bruderer, R.; Bernhardt, O.M.; Gandhi, T.; Miladinović, S.M.; Cheng, L.-Y.; Messner, S.; Ehrenberger, T.; Zanotelli, V.R.T.; Butscheid,
Y.; Escher, C.; et al. Extending the Limits of Quantitative Proteome Profiling with Data-Independent Acquisition and Application
to Acetaminophen-Treated Three-Dimensional Liver Microtissues. Mol. Cell. Proteom. 2015, 14, 1400–1410. [CrossRef]
Freche, D.; Pannasch, U.; Rouach, N.; Holcman, D. Synapse Geometry and Receptor Dynamics Modulate Synaptic Strength. PLoS
ONE 2011, 6, e25122. [CrossRef] [PubMed]
Wiemerslage, L.; Lee, D. Quantification of mitochondrial morphology in neurites of dopaminergic neurons using multiple
parameters. J. Neurosci. Methods 2016, 262, 56–65. [CrossRef]
Raudvere, U.; Kolberg, L.; Kuzmin, I.; Arak, T.; Adler, P.; Peterson, H.; Vilo, J. g:Profiler: A web server for functional enrichment
analysis and conversions of gene lists (2019 update). Nucleic Acids Res. 2019, 47, W191–W198. [CrossRef]
Smith, A.C.; Robinson, A.J. MitoMiner v3.1, an update on the mitochondrial proteomics database. Nucleic Acids Res. 2016, 44,
D1258–D1261. [CrossRef]
Giurgiu, M.; Reinhard, J.; Brauner, B.; Dunger-Kaltenbach, I.; Fobo, G.; Frishman, G.; Montrone, C.; Ruepp, A. CORUM: The
comprehensive resource of mammalian protein complexes—2019. Nucleic Acids Res. 2019, 47, D559–D563. [CrossRef]

Cells 2021, 10, 1375

46.

47.

48.
49.
50.
51.
52.
53.
54.
55.

56.
57.
58.
59.

60.
61.

62.
63.
64.

65.
66.

67.
68.
69.

70.

17 of 18

Yim, A.; Koti, P.; Bonnard, A.; Marchiano, F.; Dürrbaum, M.; Garcia-Perez, C.; Villaveces, J.; Gamal, S.; Cardone, G.; Perocchi, F.;
et al. mitoXplorer, a visual data mining platform to systematically analyze and visualize mitochondrial expression dynamics and
mutations. Nucleic Acids Res. 2020, 48, 605–632. [CrossRef]
Slenter, D.; Kutmon, M.; Hanspers, K.; Riutta, A.; Windsor, J.; Nunes, N.; Mélius, J.; Cirillo, E.; Coort, S.L.; Digles, D.; et al.
WikiPathways: A multifaceted pathway database bridging metabolomics to other omics research. Nucleic Acids Res. 2018, 46,
D661–D667. [CrossRef] [PubMed]
Kutmon, M.; Van Iersel, M.P.; Bohler, A.; Kelder, T.; Nunes, N.; Pico, A.; Evelo, C.T. PathVisio 3: An Extendable Pathway Analysis
Toolbox. PLoS Comput. Biol. 2015, 11, e1004085. [CrossRef] [PubMed]
Skene, N.; Grant, S.G.N. Identification of Vulnerable Cell Types in Major Brain Disorders Using Single Cell Transcriptomes and
Expression Weighted Cell Type Enrichment. Front. Neurosci. 2016, 10, 16. [CrossRef]
Tasic, B.; Yao, Z.; Graybuck, L.T.; Smith, K.A.; Nguyen, T.N.; Bertagnolli, D.; Goldy, J.; Garren, E.; Economo, M.N.; Viswanathan,
S.; et al. Shared and distinct transcriptomic cell types across neocortical areas. Nat. Cell Biol. 2018, 563, 72–78. [CrossRef]
Watanabe, K.; Mirkov, M.U.; De Leeuw, C.A.; Heuvel, M.P.V.D.; Posthuma, D. Genetic mapping of cell type specificity for complex
traits. Nat. Commun. 2019, 10, 1–13. [CrossRef] [PubMed]
Festing, M.F.W. The “completely randomised” and the “randomised block” are the only experimental designs suitable for
widespread use in pre-clinical research. Sci. Rep. 2020, 10, 1–5. [CrossRef]
Ritchie, M.E.; Phipson, B.; Wu, D.; Hu, Y.; Law, C.W.; Shi, W.; Smyth, G.K. limma powers differential expression analyses for
RNA-sequencing and microarray studies. Nucleic Acids Res. 2015, 43, e47. [CrossRef] [PubMed]
Bates, D.; Maechler, M.; Bolker, B.; Walker, S. Fitting Linear Mixed-Effects Models Usinglme4. J. Stat. Softw. 2015, 67, 1–48.
[CrossRef]
Koopmans, F.; van Nierop, P.; Andres-Alonso, M.; Byrnes, A.; Cijsouw, T.; Coba, M.P.; Cornelisse, L.N.; Farrell, R.J.; Goldschmidt,
H.L.; Howrigan, D.P.; et al. SynGO: An Evidence-Based, Expert-Curated Knowledge Base for the Synapse. Neuron 2019, 103,
217–234.e4. [CrossRef] [PubMed]
Sun, W.; McConnell, E.; Pare, J.-F.; Xu, Q.; Chen, M.; Peng, W.; Lovatt, D.; Han, X.; Smith, Y.; Nedergaard, M. Glutamate-Dependent
Neuroglial Calcium Signaling Differs Between Young and Adult Brain. Science 2013, 339, 197–200. [CrossRef]
Bazargani, N.; Attwell, D. Astrocyte calcium signaling: The third wave. Nat. Neurosci. 2016, 19, 182–189. [CrossRef] [PubMed]
Pagliarini, D.J.; Calvo, S.E.; Chang, B.; Sheth, S.A.; Vafai, S.B.; Ong, S.-E.; Walford, G.A.; Sugiana, C.; Boneh, A.; Chen, W.K.; et al.
A Mitochondrial Protein Compendium Elucidates Complex I Disease Biology. Cell 2008, 134, 112–123. [CrossRef]
Fecher, C.; Trovò, L.; Müller, S.A.; Snaidero, N.; Wettmarshausen, J.; Heink, S.; Ortiz, O.; Wagner, I.; Kühn, R.; Hartmann, J.; et al.
Cell-type-specific profiling of brain mitochondria reveals functional and molecular diversity. Nat. Neurosci. 2019, 22, 1731–1742.
[CrossRef]
Pandya, N.J.; Klaassen, R.V.; Van Der Schors, R.C.; Slotman, J.A.; Houtsmuller, A.; Smit, A.B.; Li, K.W. Group 1 metabotropic
glutamate receptors 1 and 5 form a protein complex in mouse hippocampus and cortex. Proteomics 2016, 16, 2698–2705. [CrossRef]
Pérez-Otaño, I.; Luján, R.; Tavalin, S.J.; Plomann, M.; Modregger, J.; Liu, X.-B.; Jones, E.G.; Heinemann, S.F.; Lo, D.C.; Ehlers,
M.D. Endocytosis and synaptic removal of NR3A-containing NMDA receptors by PACSIN1/syndapin1. Nat. Neurosci. 2006, 9,
611–621. [CrossRef] [PubMed]
Widagdo, J.; Fang, H.; Jang, S.E.; Anggono, V. PACSIN1 regulates the dynamics of AMPA receptor trafficking. Sci. Rep. 2016, 6,
31070. [CrossRef] [PubMed]
Hanley, J.G. The Regulation of AMPA Receptor Endocytosis by Dynamic Protein-Protein Interactions. Front. Cell. Neurosci. 2018,
12. [CrossRef] [PubMed]
Raynaud, F.; Janossy, A.; Dahl, J.; Bertaso, F.; Perroy, J.; Varrault, A.; Vidal, M.; Worley, P.F.; Boeckers, T.M.; Bockaert, J.; et al.
Shank3-Rich2 Interaction Regulates AMPA Receptor Recycling and Synaptic Long-Term Potentiation. J. Neurosci. 2013, 33,
9699–9715. [CrossRef]
Zhu, J.; Qin, Y.; Zhao, M.; Van Aelst, L.; Malinow, R. Ras and Rap Control AMPA Receptor Trafficking during Synaptic Plasticity.
Cell 2002, 110, 443–455. [CrossRef]
Albin, S.D.; Davis, G.W. Coordinating Structural and Functional Synapse Development: Postsynaptic p21-Activated Kinase
Independently Specifies Glutamate Receptor Abundance and Postsynaptic Morphology. J. Neurosci. 2004, 24, 6871–6879.
[CrossRef]
Jin, D.-Z.; Xue, B.; Mao, L.-M.; Wang, J.Q. Metabotropic glutamate receptor 5 upregulates surface NMDA receptor expression in
striatal neurons via CaMKII. Brain Res. 2015, 1624, 414–423. [CrossRef]
Jeanneteau, F.; Arango-Lievano, M. Linking Mitochondria to Synapses: New Insights for Stress-Related Neuropsychiatric
Disorders. Neural Plast. 2016, 2016, 1–13. [CrossRef]
Divakaruni, S.S.; Van Dyke, A.M.; Chandra, R.; LeGates, T.A.; Contreras, M.; Dharmasri, P.A.; Higgs, H.N.; Lobo, M.K.; Thompson,
S.M.; Blanpied, T.A. Long-Term Potentiation Requires a Rapid Burst of Dendritic Mitochondrial Fission during Induction. Neuron
2018, 100, 860–875.e7. [CrossRef]
Rangaraju, V.; Lauterbach, M.; Schuman, E.M. Spatially Stable Mitochondrial Compartments Fuel Local Translation during
Plasticity. Cell 2019, 176, 73–84.e15. [CrossRef]

Cells 2021, 10, 1375

71.

72.
73.
74.

75.
76.
77.

78.
79.

80.
81.
82.
83.
84.

18 of 18

Cioni, J.-M.; Lin, J.Q.; Holtermann, A.V.; Koppers, M.; Jakobs, M.A.; Azizi, A.; Turner-Bridger, B.; Shigeoka, T.; Franze, K.; Harris,
W.A.; et al. Late Endosomes Act as mRNA Translation Platforms and Sustain Mitochondria in Axons. Cell 2019, 176, 56–72.e15.
[CrossRef] [PubMed]
Ji, G.; Neugebauer, V. Reactive Oxygen Species Are Involved in Group I mGluR-Mediated Facilitation of Nociceptive Processing
in Amygdala Neurons. J. Neurophysiol. 2010, 104, 218–229. [CrossRef] [PubMed]
Massaad, C.A.; Klann, E. Reactive Oxygen Species in the Regulation of Synaptic Plasticity and Memory. Antioxid. Redox Signal.
2011, 14, 2013–2054. [CrossRef] [PubMed]
Ferrigno, A.; Berardo, C.; Di Pasqua, L.G.; Siciliano, V.; Richelmi, P.; Nicoletti, F.; Vairetti, M. Selective Blockade of the Metabotropic
Glutamate Receptor mGluR5 Protects Mouse Livers in In Vitro and Ex Vivo Models of Ischemia Reperfusion Injury. Int. J. Mol.
Sci. 2018, 19, 314. [CrossRef]
Chantong, B.; Kratschmar, D.V.; Lister, A.; Odermatt, A. Inhibition of metabotropic glutamate receptor 5 induces cellular stress
through pertussis toxin-sensitive Gi-proteins in murine BV-2 microglia cells. J. Neuroinflamm. 2014, 11, 190. [CrossRef]
Xu, J.; Song, D.; Bai, Q.; Zhou, L.; Cai, L.; Hertz, L.; Peng, L. Role of Glycogenolysis in Stimulation of ATP Release from Cultured
Mouse Astrocytes by Transmitters and High K+ Concentrations. ASN Neuro 2013, 6, AN20130040. [CrossRef] [PubMed]
Xia, N.; Zhang, Q.; Wang, S.T.; Gu, L.; Yang, H.M.; Liu, L.; Bakshi, R.; Zhang, H. Blockade of metabotropic glutamate receptor
5 protects against DNA damage in a rotenone-induced Parkinson’s disease model. Free. Radic. Biol. Med. 2015, 89, 567–580.
[CrossRef]
Zehnder, T.; Petrelli, F.; Romanos, J.; Figueiredo, E.C.D.O.; Lewis, T.L.; Déglon, N.; Polleux, F.; Santello, M.; Bezzi, P. Mitochondrial
biogenesis in developing astrocytes regulates astrocyte maturation and synapse formation. Cell Rep. 2021, 35, 108952. [CrossRef]
Kuzniewska, B.; Cysewski, D.; Wasilewski, M.; Sakowska, P.; Milek, J.; Kulinski, T.M.; Winiarski, M.; Kozielewicz, P.; Knapska, E.;
Dadlez, M.; et al. Mitochondrial protein biogenesis in the synapse is supported by local translation. EMBO Rep. 2020, 21, e48882.
[CrossRef]
Osterweil, E.; Krueger-Burg, D.; Reinhold, K.; Bear, M.F. Hypersensitivity to mGluR5 and ERK1/2 Leads to Excessive Protein
Synthesis in the Hippocampus of a Mouse Model of Fragile X Syndrome. J. Neurosci. 2010, 30, 15616–15627. [CrossRef]
Strosznajder, J.; Wikiel, H.; Sun, G.Y. Effects of Cerebral Ischemia on [3H]Inositol Lipids and [3H]Inositol Phosphates of Gerbil
Brain and Subcellular Fractions. J. Neurochem. 1987, 48, 943–948. [CrossRef] [PubMed]
Dave, K.R.; DeFazio, R.A.; Raval, A.P.; Torraco, A.; Saul, I.; Barrientos, A.; Perez-Pinzon, M.A. Ischemic Preconditioning Targets
the Respiration of Synaptic Mitochondria via Protein Kinase C. J. Neurosci. 2008, 28, 4172–4182. [CrossRef] [PubMed]
Harada, K.; Maekawa, T.; Abu Shama, K.M.; Yamashima, T.; Yoshida, K.-I. Translocation and Down-Regulation of Protein Kinase
C-α, -β, and -γ Isoforms During Ischemia-Reperfusion in Rat Brain. J. Neurochem. 2002, 72, 2556–2564. [CrossRef] [PubMed]
Lee, A.; Hirabayashi, Y.; Kwon, S.-K.; Lewis, T.L.; Polleux, F. Emerging roles of mitochondria in synaptic transmission and
neurodegeneration. Curr. Opin. Physiol. 2018, 3, 82–93. [CrossRef] [PubMed]

