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Abstract: Methamphetamine (METH) abuse inflicts both physical and psychological harm. While
our previous research has established the regulatory role of miR-29c-3p in behavior sensitization,
the underlying mechanisms and target genes remain incompletely understood. In this study, we
employed the isobaric tags for relative and absolute quantitation (iTRAQ) technique in conjunction
with Ingenuity pathway analysis (IPA) to probe the putative molecular mechanisms of METH
sensitization through miR-29c-3p inhibition. Through a microinjection of AAV-anti-miR-29c-3p into
the nucleus accumbens (NAc) of mice, we observed the attenuation of METH-induced locomotor
effects. Subsequent iTRAQ analysis identified 70 differentially expressed proteins (DEPs), with
22 up-regulated potential target proteins identified through miR-29c-3p target gene prediction and
IPA analysis. Our focus extended to the number of neuronal branches, the excitatory synapse count,
and locomotion-related pathways. Notably, GPR37, NPC1, and IREB2 emerged as potential target
molecules for miR-29c-3p regulation, suggesting their involvement in the modulation of METH
sensitization. Quantitative PCR confirmed the METH-induced aberrant expression of Gpr37, Npc1,
and Ireb2 in the NAc of mice. Specifically, the over-expression of miR-29c-3p led to a significant
reduction in the mRNA level of Gpr37, while the inhibition of miR-29c-3p resulted in a significant
increase in the mRNA level of Gpr37, consistent with the regulatory principle of miRNAs modulating
target gene expression. This suggests that miR-29c-3p potentially influences METH sensitization
through its regulation of neuroplasticity. Our research indicates that miR-29c-3p plays a crucial role
in regulating METH-induced sensitization, and it identified the potential molecular of miR-29c-3p in
regulating METH-induced sensitization.
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1. Introduction

Methamphetamine (METH) is a psychoactive substance that was first produced in 1893
and was widely used after World War II, making it one of the most harmful substances [1–3].
METH is a widely abused drug across the globe [4]. METH abuse can cause severe physical
and psychological damage [5–8]. Studies have confirmed that METH exposure produces
a significant euphoric effect by increasing extracellular levels of dopamine [9–13]. This
enhanced reward effect of METH is believed to underlie its addictive properties. Research
on the mechanisms of METH addiction has shown that the substance affects the brain’s
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reward system. The nucleus accumbens (NAc) is a critical brain region that mediates reward
responses and is regarded as the principal striatal subregion impacted by drug-induced
long-term molecular and morphological alterations [14,15]. Long-lasting drug-induced
neuroadaptations in the NAc indicate that gene regulation network dysfunctions may
underlie addiction. Numerous cellular and molecular alterations have been observed in
the NAc after repeated psychostimulant exposure. These changes include the increased
release of dopamine and glutamate in the NAc [16] and subsequent increased sensitivity of
dopamine receptors [17,18], altered protein and non-coding RNA expression [19,20], and
changes in neuronal and synaptic plasticity in the NAc [16–18], highlighting the significance
of studying the molecular mechanisms underlying psychostimulant effects in detail.

MiRNAs are non-coding RNAs that can negatively regulate gene expression by tar-
geting the 3′ untranslated region (3′-UTR) of certain mRNA sequences [21,22]. As post-
transcriptional regulators, miRNAs are found in large amounts in the brain [19,23]. MiR-
NAs have been linked to neurological disorders and have been shown to control synaptic
plasticity, neuronal development [19,24], and psychological diseases [25–28]. Our previous
research demonstrated that modulating miR-29c-3p expression in the mouse NAc can
modulate the behavioral sensitization induced by methamphetamine [29]. Changes in
miR-29c-3p in NAc-mediated gene expression may be crucial in controlling drug addiction,
but in comprehensive miR-29c-3p target gene profiling, the change remains unclear.

Here, we intend to identify the likely molecular mechanisms underlying the effect
of miR-29c-3p on METH-induced behavioral sensitization. AAV vector inhibitor–tough
decoy (TuD) 29c was microinjected into the NAc of mice to inhibit miR-29c-3p separately.
Following the inhibition of miR-29c-3p expression, METH-induced sensitization and loco-
motor activity were reduced. We identified 70 differentially expressed proteins (DEPs) in
NAc influenced by miR-29c-3p using isobaric tags for relative and absolute quantitation
(iTRAQ). This was followed by bioinformatic analysis, and 22 up-regulated DEPs were
identified to be the proteins of the miR-29c-3p target genes. IPA showed that GPR37, NPC1,
and IREB2 (3 of the 22 up-regulated DEPs) were found to exhibit significant enrichment in
behavior and nervous system development and function. Both the protein level and mRNA
level of GPR37 were changed, consistent with the regulatory role of miRNAs modulating
target genes and proteins. Our results demonstrated that Gpr37 was the miR-29c-3p target
gene, which may play an important role in regulating METH sensitization.

2. Results
2.1. Inhibition of miR-29c-3p in the NAc Diminished the Properties of METH

We investigated the impact of inhibiting miR-29c-3p expression in the NAc on low-
ering METH-induced behavioral sensitization. We employed AAV-anti-miR-29c or AAV-
scrambled to inhibit the expression of miR-29c-3p in the NAc. We observed that eGFP
expression mediated by AAV was restricted to the NAc (Figure 1A). The expression of
miR-29c-3p was significantly decreased in the NAc of AAV-miR-29c mice (t (10) = 3.944,
** p = 0.0028) when METH was treated in the hyperlocomotion test (Figure 1C). Mice
injected with AAV-anti-miR-29c or AAV-scrambled exhibited hyperlocomotion on each
injection day (days 3–7 and day 10) compared with their paired saline group (*** p < 0.001,
Figure 1D). The inhibition of miR-29c in the NAc significantly weakened the METH-induced
locomotor activity of mice compared with the AAV-scramble/METH group, and the AAV-
anti-miR-29c/METH group showed a reduced locomotor response to METH compared
with AAV-scrambled/METH (days 6–7 and day 10, # p < 0.05, Figure 1D). Moreover, the
AAV-anti-miR-29c/METH group of mice did not express a significant behavioral sensi-
tization response to METH on day 10, and the AAV-scrambled/METH group of mice
expressed significant behavioral sensitization (&& p < 0.01, Figure 1D). When saline was
given, AAV-anti-miR-29c-injected mice displayed a level of locomotor activity that was
not different from that of AAV-scrambled-injected mice from day 1 to day 10 (Figure 1D),
demonstrating that the inhibition of miR-29c-3p expression did not alter the mice’s baseline
locomotor activity.
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Figure 1. Inhibition of miR-29c-3p in the NAc attenuated METH-induced hyperlocomotion and be-
havior sensitization in mice. (A) Mice were microinjected with AAV-anti-miR-29c or AAV-scrambled
on day 0. After 28 days, the location of AAV expression was observed using fluorescence microscopy
to confirm eGFP expression (n = 3). eGFP was locally expressed in the NAc of mice, as visualized
using fluorescence microscopy, ×100. (B) The expression of miR-29c-3p in the NAc of AAV-miR-29c
mice. Expression levels were calculated relative to the levels of U6. All values are presented as the
mean ± SD; t (10) = 3.944, ** p = 0.0028 (Student’s t-test); n = 6. (C) Timeline of the AAV-anti-miR-29c
injection and behavioral test. (D) Mixed-design ANOVA followed by Bonferroni’s post hoc multiple
comparison test was performed. Mixed-design ANOVA revealed significant main effects of AAV
(F (1, 24) = 4.001, p = 0.057), METH (F (1, 24) = 1049.791, p = 0.000) and days (F (7, 168) = 214.580,
p = 0.000), as well as the interaction of AAV × METH (F (1, 24) = 2.158, p = 0.155) and METH × days
(F (7, 168) = 225.248, p = 0.000). *** p < 0.001, compared with the activity of the paired saline group at
different time points and on day 10; && p < 0.01, compared with the activity of the same mice on
day 3; # p < 0.05, ### p < 0.001, compared with the AAV-scrambled/METH group. All values are
presented as the mean total distance ± SD, n = 6–8.

2.2. Protein Expression Profile Involved in miR-29c-3p-Dependent METH-Induced
Behavior Sensitization

We used iTRAQ and liquid chromatography–mass spectrometry (LC-MS/MS) to ex-
amine protein changes in the NAc of AAV-anti-miR-29c- and AAV-scrambled-injected mice
that underwent the METH-induced hyperlocomotion test to identify targets of miR-29c-3p
that were responsible for its effects on METH-induced behavior sensitization (Figure 2A).
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Proteins with a fold change ≥ 1.2 or ≤0.833 and a p-value < 0.05 were regarded as
DEPs. A total of 70 DEPs were therefore found when AAV-anti-miR-29c/METH and AAV-
scrambled/METH were compared with 13 down-regulated proteins and 57 up-regulated
proteins, as shown in the volcano plot (Figure 2B).
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Figure 2. Analysis of the DEPs in AAV-miR-29c-regulated METH-induced sensitization using iTRAQ
and LC-MS/MS. (A) The proteome analysis follows a systematic experimental procedure. (B) The
volcano figure displays the changes in the log2 fold change (x-axis) and the −log10 p value (y-axis)
for DEPs (AAV-anti-miR-29c/METH vs. AAV-scrambled/METH). The red dots indicate proteins
that have been elevated, the green dots indicate proteins that have been down-regulated, and the
gray dots indicate proteins that have not significantly changed. n = 3. DEPs, differentially expressed
proteins; iTRAQ, isobaric tags for relative and absolute quantitation; IPA, Ingenuity pathway analysis;
LC-MS/MS, liquid chromatography–mass spectrometry; NAc, nucleus accumbens.

Gene ontology (GO) functional enrichment was performed on 70 DEPs using the
Panther database (http://www.pantherdb.org accessed on 8 November 2023) [30]. A
total of 140 terms were obtained with a biological process; 84 terms were obtained with a
cellular component; and 78 terms were obtained with a molecular function (Figure 3A–C).
Following this, the aforementioned DEPs were extrapolated to the three primary application
functions of GO. DEPs were enriched in the biological processes, including the cellular
process, methylation, the G protein-coupled receptor signaling pathway, and apoptosis
(Figure 3A). The results indicated that the DEPs were enriched in the synapses, cell junction,
and membrane protein complexes in the cellular component (Figure 3B), in addition to
the molecular function annotations of protein binding, iron binding, peptide binding,
translation regulator activity, and transporter activity (Figure 3C).

http://www.pantherdb.org
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Figure 3. GO annotation analysis in AAV-miR-29c-regulated METH-induced sensitization. Mice GO
annotation analysis of biological processes (A), cellular components (B), and molecular functions
(C) of DEPs (AAV-anti-miR-29c/METH vs. AAV-scrambled/METH) by PANTHER GO are shown.
Colored squares represent different cellular components.

The DEPs were analyzed using Ingenuity pathway analysis (IPA) to gain insights
into their molecular mechanisms through the annotation of diseases and biological func-
tions and the identification of interaction networks. The processes linked to synaptic
plasticity, neuronal morphology, neuronal function, and locomotion were significantly
enriched in these 70 DEPs (Figure 4A and Supplementary Table S1). miR-29c-3p is ca-
pable of influencing molecular processes that are intrinsically linked to the regulation of
METH-induced synaptic transmission, as demonstrated by these results. According to
functional characterization, DEPs were enriched in behavior and nerve system develop-
ment and function. Through the analysis of protein regulatory networks, 10 DEPs were
identified to have substantial enrichment in behavior. These DEPs are primarily connected
with locomotion, walking, and perseverance behavior. G protein-coupled receptor 37
(GPR37), iron-responsive element-binding protein 2 isoform X1 (IREB2), Niemann–Pick
C1 protein isoform X1 (NPC1), proSAAS precursor (PCSK1N), plasma membrane calcium-
transporting ATPase 2 isoform X7 (ATP2B2), ATP-sensitive inward rectifier potassium
channel 10 (KCNJ10), and reticulon-4 isoform C (RTN4) were the proteins related to loco-



Int. J. Mol. Sci. 2024, 25, 942 6 of 18

motion, as illustrated in Figure 4B. Thirteen DEPs were significantly enriched in nervous
system development and function; these proteins were mainly connected to the function
of neurons, quantity of neurite branches, and quantity of excitatory synapses; the cell
survival of cortical astrocytes; and the cell survival of dopaminergic neurons, such as NPC1,
neuroligin-1 (NLGN1), GPR37, IREB2, ATP2B2, and calmodulin-dependent protein kinase
type II subunit delta isoform 1 (CAMK2D) (Figure 4C).
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Figure 4. IPA analysis of the DEPs in AAV-miR-29c-regulated METH-induced sensitization. (A) The
−log10 (p value) of the disease and functional terms of the DEPs identified by IPA are shown. The
red dotted line indicates p = 0.05. (B,C) IPA analysis of the DEP interaction networks. The interaction
networks of DEPs are annotated for (B) behavior and (C) nervous system development and function.
The IPA database was utilized to evaluate the relationships and networks that were associated
with diseases, functions, and DEPs. The functional class of each protein is represented by different
shapes, while the expression variations of the protein are indicated by the colors of the shapes
(red for up-regulated and green for down-regulated). For every function term, there is an orange
shape for activation and a blue shape for inhibition. Differentiated arrows on dotted lines indicate
the relationships between function terms and proteins. The line color—orange denotes activation,
blue denotes inhibition, and grey denotes an effect that is not anticipated—indicates the degree of
interaction. IPA, Ingenuity pathway analysis.
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2.3. Comparison of miR-29c-3p Predicted Target Gene Interactions with DEPs

To enhance our understanding of the downstream target gene profile of miR-29c-3p
that regulates METH-induced behavioral sensitization, we projected the target genes of
miR-29c-3p using three prediction programs: miRPathDB (https://mpd.bioinf.uni-sb.de/
accessed on 29 September 2019), DIANA-micro T (https://www.hsls.pitt.edu accessed on
29 September 2019), and miRanda (http://www.microrna.org/ accessed on 29 Septem-
ber 2019) [31–33]. A total of 5642 genes were identified as possible miR-29c-3p targets.
Upon interacting 70 DEPs with 5642 predicted target genes of mir-29c-3p, 27 DEPs were
discovered to be encoded by miR-29c-3p target genes, 22 were up-regulated, and 5 were
down-regulated (Figure 5A). A total of 22 up-regulated DEPs are shown in the heatmap
(Figure 5B). IPA showed that GPR37, NPC1, and IREB2 (3 of the 22 up-regulated DEPs)
were found to exhibit significant enrichment in behavior, nervous system development and
function, as depicted in Figure 4B,C. Considering miRNAs can inhibit their target gene at
the mRNA level and protein level, these findings suggests that miR-29c-3p may play a role
in METH-induced behavior sensitization by affecting the quantity, density, and function of
neurons, and locomotion. The high prevalence of GPR37, NPC1, and IREB2 underscores
the ability of miR-29c-3p to control the structure and function of synaptic plasticity.
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the overlapping area of the predicted targets of miR-29c-3p, up-regulated DEPs, and down-regulated
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DEPs. A total of 5642 target genes were found. A total of 27 DEPs were predicted to be tar-
gets of miR-29c-3p, 22 DEPs were up-regulated, and 5 were down-regulated. (B) Heatmap of
22 predicted target DEPs of miR-29c-3p; A for the AAV-scrambled/METH group, B for the AAV-
anti-miR-29c/METH group. Protein expression of GPR37 (C,F), NPC1(D,G), and IREB2 (E) was
regulated by inhibition of miR-29c-3p in response to METH. (C–E) Comparison of AAV-anti-miR-
29c/METH and AAV-scrambled/METH. (F–H) Comparison of AAV-anti-miR-29c/saline and AAV-
scrambled/saline. Student’s t-test was used for the statistical analysis. AAV-anti-miR-29c/METH
and AAV-scrambled/METH: GPR37: t(4) = 19.02, p = 0.0028; NPC1: t(4) = 29.76 p = 0.0001; IREB2:
t(4) = 52.33, p = 0.0004. AAV-anti-miR-29c/saline and AAV-scrambled/saline: GPR37: t(4) = 34.25,
p = 0.0009; NPC1: t(4) = 14.16 p = 0.0001; IREB2: t(4) = 0.2302, p = 0.8393.** p < 0.01, *** p < 0.001. All
data are presented as the means ± SD, n = 3.

2.4. Effects of miR-29c-3p on the Expression Changes of GPR37, NPC1, and IREB2 in METH-
Induced Behavioral Sensitization

GPR37, NPC1, and IREB2 may be involved in miR-29c-3p regulating METH-induced be-
havior sensitization. Thus, we determined whether miR-29c-3p regulates METH-induced be-
havior sensitization by targeting GPR37, NPC1, and IREB2. We found that the levels of GPR37
(p = 0.0028), NPC1 (p = 0.0001), and IREB2 (p = 0.0003) were significantly increased in the
comparison of AAV-anti-miR-29c/METH with AAV-scrambled/METH (Figure 5C–E). The
GPR37 (p = 0.0001), NPC1 (p = 0.0001), and protein levels were also significantly increased
in the comparison of AAV-anti-miR-29c/saline and AAV-scrambled/saline (Figure 5F,G),
but IREB2 (p = 0.8391) was not changed in these saline groups (Figure 5H).

Then, we analyzed the mRNA level of Gpr37, Npc1, and Ireb2 after miR-29c-3p
regulation. METH treatment induced a significant increase in Gpr37 expression in the
AAV-scrambled/METH group and AAV-CON/METH group compared with the paired
saline control group (* p < 0.05, Figure 6A,B). However, the inhibition of miR-29c-3p
(AAV-anti-miR-29c/METH group) significantly promoted the METH-mediated increase
in Gpr37 expression, while the over-expression of the miR-29c-3p (AAV-miR-29c/METH)
group attenuated Gpr37 expression (# p < 0.05, Figure 6A,B). METH treatment induced
a significant increase in Npc1 expression in the AAV-scrambled/METH group and AAV-
CON/METH group compared with the paired saline control group (* p < 0.05, Figure 6C,D).
The Npc1 expression level remained elevated in the AAV-miR-29c/METH group compared
to the AAV-miR-29c/saline group (ˆ p < 0.05, Figure 6D). When miR-29c-3p was inhib-
ited, Npc1 expression was up-regulated compared with the AAV-scrambled/saline group
(* p < 0.05), meanwhile Npc1 expression in the AAV-anti-miR-29c/METH group showed
a trend of up-regulation compared with the AAV-anti-miR-29c/saline group (* p = 0.061,
Figure 6C). METH treatment induced a significant increase in Ireb2 expression in the
AAV-scrambled/METH group and AAV-CON/METH group compared with the paired
saline control group (* p < 0.05, Figure 6E,F). However, the over-expression of the miR-
29c-3p (AAV-miR-29c/METH) group attenuated Ireb2 expression, while the AAV-anti-
miR-29c/METH group did not promote a METH-mediated increase in Ireb2 expression
(# p < 0.05, Figure 6E,F).

2.5. Effects of METH on the Expression of Gpr37, Npc1, and Ireb2

To further associate the alterations in target gene expression with METH sensitization,
we investigated whether Gpr37, Npc1, and Ireb2 were modulated by METH in naïve un-
operated mice; we found alterations in the NAc of Gpr37, Npc1, and Ireb2 (METH group,
* p < 0.05, ** p < 0.01). These findings demonstrated that repeated intermittent METH
treatment increased Gpr37, Npc1, and Ireb2 expression levels more than the saline treatment
(Figure S1).
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Figure 6. Changes in Gpr37, Npc1, and Ireb2 expression were modulated by miR-29c-3p and
METH. (A,C,E) Gpr37, Npc1, and Ireb2 expression in the inhibition of miR-29c-3p. (B,D,F) MiR-
29c-3p over-expressed in the NAc suppressed Gpr37 and Ireb2 expression, but not Npc1, in
response to METH. The relative expression levels were calculated in reference to the levels
of GAPDH. A two-way ANOVA followed by Bonferroni’s post hoc multiple comparison test
was conducted. AAV-anti-miR-29c experiment: Gpr37 fold change: METH: F(1, 25) = 6.383,
p = 0.018; AAV: F(1, 26) = 14.078, p = 0.001; METH × AAV: F(1,25) = 0.126, p = 0.725. Npc1:
METH: F(1, 26) = 5.392, p = 0.028; AAV: F(1, 26) = 17.052, p = 0.000; METH × AAV: F(1, 26) = 1.377,
p = 0.251. Ireb2: METH: F(1, 23) = 6.638, p = 0.017; AAV: F(1, 23) = 0.953, p = 0.339; METH × AAV:
F(1, 23) = 1.517, p = 0.23. AAV-miR-29c experiment: Gpr37 fold change: METH: F(1, 36) =8.307,
p = 0.007; AAV: F(1, 36) = 4.373, p = 0.044; METH × AAV: F(1, 36) = 1.06, p = 0.31. Npc1: METH:
F(1, 36) =21.502, p = 0.000; AAV: F(1, 36) = 4.037, p = 0.052; METH × AAV: F(1, 36) = 1.604, p = 0.213.
Ireb2: METH: F(1, 29) = 3.502, p = 0.073; AAV: F(1, 29) = 22.81, p = 0.000; METH × AAV: F(1, 29) = 5.877,
p = 0.023; * p < 0.05, compared with AAV-scrambled/saline group or AAV-CON/saline group.
# p < 0.05, compared with AAV-scrambled/METH group or AAV-CON/METH group; ˆ p < 0.05,
compared with AAV-scrambled/saline group. All values are presented as the mean ± SD. AAV-anti-
miR-29c experiment: n = 5–9; AAV-miR-29c experiment: n = 8–12.
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3. Discussion

Our current study demonstrates that inhibiting miR-29c-3p in NAc significantly re-
duces the hyperlocomotion activity induced by METH. iTRAQ protein expression profiles
and IPA revealed that DEPs implicated in miR-29c-3p-regulated METH-induced sensiti-
zation were associated with altered nervous system development and function as well
as behavioral modifications. Consistently, neuronal morphology and synaptic plasticity
proteins, such as GPR37, NPC1, and IREB2, have been implicated in miR-29c-3p-regulated
METH-induced behavioral sensitization.

MiR-29c-3p is an enriched miRNA in the brain that plays an important part in reg-
ulating neuroplasticity, involving learning and memory [34,35]. By suppressing mRNA
expression or translation, miRNAs act as post-transcriptional regulators in various cellular
processes. The relationships between miR-29c-3p and METH-induced behavioral alter-
ations have been intermittently reported [29]. However, its underlying mechanisms and
target gene profile remain incompletely understood. Thus, considering the bidirectional
impact of miR-29c-3p manipulation on METH-induced behavior sensitization, the targets
and molecular pathways that are most likely regulated should be identified.

In the case of AAV-anti-miR-29c/METH mice, we were able to identify DEP patterns
in their NAc with the use of ITRAQ. Mice injected with METH and repressed with miR-
29c-3p showed a significant increase of 81.43% (57/70) in DEPs. These elevated levels
of DEPs may have a direct or indirect impact on the downstream signaling pathway,
potentially leading to various alterations in neuronal function within the NAc. Indeed, the
IPA analysis demonstrated high enrichment of DEPs in functions associated with neuronal
functional changes in the NAc and neuroplasticity, including the postsynaptic membrane
and postsynaptic specialization, as well as those involved in behavior or nervous system
development and function. These results indicated that miR-29c-3p may affect METH
sensitization through the regulation of neuronal morphology and synaptic plasticity.

Furthermore, evidence from reported studies showed that these specific up-regulated
DEPs, GPR37, NPC1, and IREB2, played important roles in the regulation of neuronal
morphology and synaptic plasticity. GPR37 is an orphan G protein-coupled receptor
(GPCR) family member. GPR37 is widely expressed in the brain, mostly in neurons, and
may play a role in the regulation of drug addiction [36]. Interestingly, we found that the
inhibition of miR-29c in the NAc reduced METH-induced behavioral sensitization, while
GPR37 was significantly elevated at both the protein level and the mRNA level after the
inhibition of miR-29c. Further bioinformatics analysis revealed that Gpr37 was involved in
behavioral sensitization, and Gpr37 was a potential target gene of miR-29c. Based on the
above results, it can be concluded that the inhibition of miR-29c expression in NAc may
reduce behavioral sensitization by increasing the expression of GPR37. The administration
of METH treatment resulted in the notable up-regulation of Ireb2 expression in both the
AAV-scrambled/METH group and the AAV-CON/METH group, when compared to the
corresponding saline control group. Nevertheless, the miR-29c-3p (AAV-miR-29c/METH)
group attenuated up-regulated Ireb2, while the AAV-anti-miR-29c/METH group did not
promote a METH-mediated increase in Ireb2 expression. When compared to the paired
saline control group, METH administration significantly increased Npc1 expression in the
AAV-scrambled/METH and AAV-CON/METH groups. Curiously, the over-expression
or inhibition of the miR-29c-3p group does not alter the METH-induced increase in Npc1
expression. Based on these observations, we speculated that Gpr37 may be the target
of miR-29c-3p and thus participates in the prevention of METH sensitization. Npc1 and
Ireb2 are also involved in the behavioral sensitization of METH but may not be regulated
by miR-29c-3p.

Evidence from reported studies shows that the specific up-regulated DEPs of GPR37
are hypothesized to be the targets of miR-29c-3p in the striatal microRNA-mRNA networks
of neuroinflammation in multiple system atrophy [37]. Studies have shown that GPR37
plays a role in regulating the release of dopamine, a neurotransmitter involved in the
brain’s reward system, in response to drugs of abuse such as cocaine, amphetamine, and
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alcohol [36,38,39]. Gpr37-KO mice exposed to cocaine and amphetamine did not develop
conditioned place preference (CPP) or behavioral sensitization, and cocaine-induced in-
creases in locomotion activity were reduced [39,40]. Interestingly, previous studies on
GPR37 support our results. Our data show that Gpr37 expression was elevated in the NAc
of METH-induced behaviorally sensitized mice and that Gpr37 expression was more up-
regulated in METH behavioral sensitization attenuated by miR-29c-3p. Marazziti’s study
used 20 mg/kg cocaine and 6 mg/kg amphetamines for acute treatment, and 20 mg/kg
cocaine for chronic treatment, whereas our study used 2 mg/kg METH [39]. Whereas
their research employed Gpr37 KO mice, the systemic knockdown of Gpr37 will result in
adaptive modifications. These combined factors may account for our disparate results.
Nevertheless, our observations indicate that this relationship may be more intricate. Other
regulatory mechanisms or signaling pathways may interact with GPR37 during the inhibi-
tion of sensitization, resulting in increased GPR37 expression. In a previous study, Npc1−/−

mice had less locomotor activity than WT mice, and the administration of AAV9-Npc1
increased their locomotor activity [41]. In addition, our findings indicate METH-induced
locomotor activity and behavioral sensitization in mice with high NPC1 expression. In
contrast, inhibiting miR-29c-3p suppressed the behavioral sensitization induced by METH,
which was accompanied by increased NPC1 expression. These findings suggest that miR-
29c-3p regulates the aberrant expression of NPC1, perhaps not directly, to influence the
behavioral sensitization and altered locomotor activity induced by METH. In this study,
METH-induced behavioral sensitization was accompanied by increased IREB2 expression
in the NAc, whereas the nicotine addiction susceptibility gene IREB2 was identified in a
genome-wide association study (GWAS) of nicotine-addicted populations [42], and another
study demonstrated that Ireb2−/− mice had decreased locomotor activity [43]. These
findings suggest that the aberrant expression of Ireb2 is involved in behavioral sensitization.
METH addiction and increased locomotor activity are closely related. In the present study,
METH treatment was accompanied by an altered expression level of Ireb2 but not the target
by miR-29c-3p. Consequently, IREB2 is involved in METH-induced behavioral sensitization
and altered locomotor activity.

Here, we found that Gpr37 in the potential targets of miR-29c-3p, NPC1, and IREB2
was involved in structural and functional neuroplasticity. This research revealed that synap-
tic structural plasticity changed and more long-term depression (LTD) occurred [44,45]. A
study of Gpr37-KO mice found that synaptic structural plasticity and synaptic plasticity
molecules experience changes [44]. Furthermore, Gpr37-KO mice were associated with
potentiate LTD in corticostriatal synapses [44,45]. NPC1 is highly abundant in sympa-
thetic neuron axons, both presynaptic and postsynaptic [46,47]. Npc1−/− mice exhibited
abnormalities of neuronal dendrites, including the loss of synapses and deformation of den-
drites [48]. Defects in NPC1 significantly affect synaptic transmission [49]. IREB2 is a central
regulator of cellular iron homeostasis in vertebrates. Iron accumulation was observed in
oligodendrocytes of the Ireb2−/− mouse cortex and striatum [43]. In a TAG meta-analysis
of population data, IREB2 was substantially correlated with tobacco use and enriched
signaling pathways of multiple receptor-related synapses and synaptic transmission [50].
In this work, it was discovered that GPR37, NPC1, and IREB2 expression was enhanced in
the NAc of mice with behavioral sensitization induced by METH. Combining this evidence,
GPR37, NPC1, and IREB2 showed significant roles in regulating synaptic plasticity.

The differential alterations of GPR37 in miR-29c-3p-regulated METH sensitization
suggest that miR-29c-3p may dysregulate synaptic plasticity in response to METH exposure.

One limitation of the current study is that the findings in this paper are based on
male mice, but male and female mice respond differently to METH. Female individuals
exhibit greater sensitivity to METH, and in rodents, females demonstrate higher locomotion
activity than males [51–53]. Therefore, the results presented in this paper can only provide
information on the response of males to METH. The impact of mir-29c on METH in female
mice has not been explored in this study and warrants further investigation in future
studies. Additionally, considering that behavioral sensitization could also represent a sign
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of positive symptoms associated with psychosis [54], our findings may be important for
understanding the molecular mechanism of METH-induced psychosis, which warrants
further investigation in future studies.

4. Materials and Methods
4.1. Animals

We utilized male C57BL/6 J mice obtained from Beijing Vital River Laboratory Animal
Technology in Beijing, China. The mice weighed between 25 and 30 g and were employed
in our research. The room had a 12 h light/dark cycle, a steady temperature (21–25 ◦C), and
constant humidity (40–60%). Each cage housed four mice. The researchers provided the
mice with unrestricted access to water and food. This study was authorized by the Xi’an
Jiaotong University Ethics Committee and carried out in accordance with the Declaration
of Helsinki’s ethical criteria.

4.2. Drugs

The methamphetamine hydrochloride, provided by the National Institute for the
Control of Pharmaceutical and Biological Products in Beijing, China, was dissolved in 0.9%
saline. It was then delivered at a dosage of 0.1 mL/10 g body weight.

4.3. Adeno-Associated Virus (AAV) eGFP Expression

AAV (serotype AAV2/8) was used for inhibitor-TuD (AAV-anti-miR-29c, GGCGCTAG-
GATCATCAACTAACCGATTTCAATCTAATGGTGCTACAAGTATTCTGGTCACAGAATA
CAACTAACCGATTTCAATCTAATGGTGCTACAAGATGATCCTAGCGCCACCTTTTTT).
An AAV vector with a randomly arranged anti-miR-29c-3p sequence (referred to as AAV-
scrambled) was employed as a negative control to assess any non-specific effects of tar-
geting. The over-expression of miR-29c was achieved using AAV-miR-29c (TAGCAC-
CATTTGAAAT CGGTTA), while AAV-CON was employed as the control for miR-29c
over-expression. The virus was supplied by GeneChem and OBiO Technology, Shanghai,
China. The final virus preparation was titrated using real-time PCR, and the titer of the
viral vector was 1.57 × 1013 vg/mL.

4.4. Surgery with Stereotaxy

The mice were administered a combination of ketamine (100 mg/kg) and xylazine
(10 mg/kg) for anesthesia, and then, positioned in stereotaxic apparatus (RWD, Shenzhen,
China). The NAc was positioned at a 20◦ angle using an automated injection pump (KDS
LegatoTM 130, USA) and a Hamilton microsyringe (Hamilton, Rneo, NV, USA) with the
following coordinates: anterior/posterior (A/P): +1.6 mm; medial/lateral (M/L): ±2.6 mm
from the bregma; and dorsal/ventral (D/V): −4.8 mm from the skull surface [29,55]. To
allow the AAV complexes to diffuse, the microsyringe was left in situ for five minutes after
the 500 nL infusion had finished. Subsequently, the skin incision was closed with sutures.
To avoid infection, mice received intraperitoneal injections of penicillin (0.02 mg/kg) once
a day for five days. The mice had free access to food and water and received normal
care while being kept in a cage. Twenty-eight days following the AAV microinjection, the
location of the microinjection was confirmed by observing eGFP via fluorescent microscopy
(LeicaDM3000). After 28 days of AAV injection, when they were stably expressed, a
behavioral test was conducted.

4.5. Animal Groups

For the animals used to confirm AAV-anti-miR-29c and AAV-scrambled based on
eGFP expression, n = 3. To provide evidence that the administration of AAV-anti-miR-29c
in the nucleus accumbens inhibited the expression of miR-29c, n = 6. For the behavior test,
there were four groups: AAV-anti-29c/METH, AAV-scrambled/METH, AAV-anti-miR-
29c/saline, and AAV-scrambled/saline, n = 6–8. For protein analysis (AAV-anti-29c/METH,
AAV-scrambled/METH, AAV-anti-miR-29c/saline, and AAV-scrambled/saline), n = 3. For
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AAV-anti-miR-29c mRNA analysis (AAV-anti-29c/METH, AAV-scrambled/METH, AAV-
anti-miR-29c/saline, and AAV-scrambled/saline), n = 5–9. For AAV-miR-29c mRNA anal-
ysis (AAV-29c/METH, AAV-CON/METH, AAV-miR-29c/saline and AAV-CON/saline),
n = 8–12. For mRNA analysis of naïve mice (METH vs. saline), n = 8.

4.6. Open Field Test

Previous studies [29] were used to guide the method used for METH-induced be-
havioral sensitization and the amount chosen (2.0 mg/kg). The mice underwent a 7-day
habituation period. The mice were subjected to a pre-test period of two days (days 1–2) in
which they received a once-daily saline injection for METH-induced locomotor sensitiza-
tion. The mice were subsequently given an i.p. injection of METH (2 mg/kg, METH group)
or saline (saline group) once a day for five days (days 3–7, development phase), followed by
two days without an injection (days 8–9, transfer phase). The mice were given a challenge
injection of METH (2 mg/kg) or saline on day 10 (the expression phase). To ensure that the
mice were acclimated to the experimental environment, they were brought in for one hour
on each treatment day. Horizontal locomotor activity was measured in open-field apparatus
of 43 cm × 43 cm × 43 cm. The measurements were taken 1 h before and after the injections
using a SMART video tracking system (version 3.0; Panlab Technology for Bioresearch,
Barcelona, Spain) during the pre-test, development, and expression phases. The mice were
acclimated for 1 h in an open-field chamber prior to the administration of METH or saline
at each stage, in order to minimize any increase in activity caused by novelty. To analyze
the data, the mice’s locomotor activities for one hour after the injection were recorded.
Twenty-four hours following the last injection, all of the mice were sacrificed, and the NAc
was quickly removed for investigation.

4.7. RNA Extraction and Reverse Transcription

In order to confirm the presence of mRNA after exposure to METH, we collected
total RNA from the NAc (both the core and shell included) of mice that underwent
METH-induced sensitization. The extraction of total RNA was performed by employ-
ing a MiRNeasy Mini Kit (QIAGEN, Germantown, MD, USA). The concentration and
purity of RNA were assessed using a Nanodrop spectrophotometer (Thermo Scientific,
San Jose, CA, USA). An amount of 500 ng of total RNA was reverse-transcribed into 10 µL of
cDNA using the PrimeScriptTM RT Master Mix (TaKaRa, Shiga, Japan) with the following
settings: 37 ◦C for 15 min, 85 ◦C for 5 s, and 4 ◦C for 5 min.

4.8. Quantitative Real-Time PCR Analyses (qRT-PCR)

The expression levels of Gpr37, Npc1, and Ireb2 in the NAc of mice were measured
after METH-induced sensitization. To carry out qRT-PCR, we used the SYBR Premix Ex
TaqTM II (Perfect Real Time) kit from Takara Biomedical Technology (Beijing, China) and a
Bio-Rad iQ5 system from Bio-Rad (Hercules, CA, USA) in the US.

The temperature was set to 95 ◦C for 30 s, 40 cycles of 95 ◦C for 5 s, and 55 ◦C for 30 s.
Gapdh was the endogenous control. The 2−∆∆Ct method [56] was used to calculate relative
expression levels. The primers were as follows: Gpr37-F: GTGCATCGTGTGTCACAATTAC,
Gpr37-R: GGAGGCAGAAGAAGATGATGAG; Npc1-F: CTTGTGTTGGGTGGCTATGA,
Npc1-R: GAGCCTCTCTGTGTCATTGTAG; Ireb2-F: TGCAGTAAAACAGGGTGATTTG,
Ireb2-R: TAAATTTCCTTGCCCGTAGAGT; miR-29c-3p-F: CGGTAGCACCATTTGAAATCGG,
Gapdh-F: TGTGTCCGTCGTGGATCTGA, Gapdh -R: TTGCTGTTGAAGTCGCAGGAG.

4.9. Protein Extraction

The NAc tissues (both the core and shell included) were homogenized using a mixture
of RIPA lysis buffer. The homogenates were centrifuged at 12,000× g for 20 min at 4 ◦C
after being incubated for 60 min on ice. Using a BCA protein assay (Applygen Technologies
Inc, Beijing, China), the protein concentrations in the supernatants were determined after
their collection. For future usage, all of the protein homogenates were kept at −80 ◦C.
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4.10. iTRAQ
4.10.1. Protein Labeling

The iTRAQ labeling process involved the use of 200 µg of protein per sample as
a measure. A total of six samples, divided equally between the control and treatment
groups, were utilized. The iTRAQ® Reagents-8plex manufacturer’s procedure (AB Sciex
Inc., Framingham, MA, USA; Sciex iChemistry® Product Number 4390812) was followed
for labeling proteins after they were digested. The iTRAQTM tags comprised three groups: a
reporter, a peptide-reactive group (PRG), and a balance group. The peptides were incubated
with various isobaric tags for two hours at room temperature. iTRAQ 8–113, iTRAQ 8–114,
and iTRAQ 8–115 were assigned to the control samples (AAV-scrambled/METH), whereas
iTRAQ 8–116, iTRAQ 8–117, and iTRAQ 8–118 were assigned to the treated samples (AAV-
anti-miR-29c/METH). The proteins that were marked with labels were then broken down
using MS/MS. Each peptide’s relative levels were proportionate to the relative intensities
of the reporter ions obtained from the fragmentation process by the iTRAQTM reporter
groups, which produced distinct ions.

4.10.2. Strong Cation Exchange (SCX) Chromatography and LC-MS/MS Analysis

SCX chromatography was performed using Agilent 1260 Infinity high-performance
liquid chromatography (HPLC) (Agilent Technologies, Santa Clara, CA, USA). A total of
40 fractions were gathered and combined into 20 fractions for LC-ESI-MS/MS analysis. The
LC-MS/MS analysis was conducted using a DIONEX nano-UPLC system and a Q Exactive
mass spectrometer (Thermo Scientific, San Jose, CA, USA). Following dissolution in Mobile
Phase A, consisting of 99.9% H2O and 0.1% formic acid, the samples, approximately 1 µg in
quantity, were introduced into the DIONEX nano-UPLC system for the purpose of peptide
separation. Subsequently, steady loading of 2 to 35% Mobile Phase B (consisting of 0.1%
formic acid and 99% ACN) was performed over a period of 45 min. This was followed
by a flow rate of 300 nL/min for 1 min with 80% Mobile Phase B. A mass spectrometry
study was conducted using a Q Exactive instrument equipped with an Orbitrap mass
analyzer (Thermo Fisher Scientific, Carlsbad, CA, USA). The mass resolution was set at
70,000 FWHM at 400 m/z. Full scans were performed in the range of 350–1600 m/z. The
MS/MS data obtained from each duty cycle were examined by analyzing the twenty-five
most prominent precursor ions identified in a survey scan. The intense precursor ions
were then detected using the Orbitrap analyzer, which provided a mass resolution of
17,500 FWHM at a m/z value of 400. All tandem mass spectra were generated using the
higher-energy collision dissociation (HCD) method.

4.10.3. Proteomic Analysis and Characterization of Protein Function

The LC-MS/MS data were searched against the mouse genome (Mus musculus, mmu)
at the National Center for Biotechnology Information (NCBI) (https://www.ncbi.nlm.nih.
gov/, accessed on 1 September 2018) using Proteome Discoverer software 1.4 (Thermo
Scientific) and the Sequest algorithms. The settings of cysteine carbamidomethylation and
iTRAQ modifications were set and fixed, while methionine oxidation was allowed to vary.
A mass tolerance of 0.02 Da was observed for the fragment and 15 ppm for the precursor.
Low-confidence peptides with a global false discovery rate (FDR) ≥ 1% were eliminated in
the protein analysis using a target–decoy methodology. The iTRAQ quantitation analysis
employed the most assured centroid approach, utilizing an integration window of 20 ppm.
Protein quantification was performed exclusively on proteins that possessed a minimum of
two distinct peptides. The median ratio from Mascot (Matrix Science, London, UK) was
employed to adjust and standardize the quantitative protein ratios. In this investigation,
only proteins with ratios (fold changes) greater than 1.2 or less than 0.833, and a p-value
less than 0.05, were classified as differentially expressed proteins (DEPs).

https://www.ncbi.nlm.nih.gov/
https://www.ncbi.nlm.nih.gov/
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4.11. IPA

The molecular function and regulatory mechanism of the DEPs were examined using
the Ingenuity software (version: 2019 summer; apps.ingenuity.com, accessed on 1 June
2019) for the analysis, integration, and interpretation of “omics” data. To classify DEPs,
an analysis was conducted on the annotation of biological functions and diseases, and
also the identification of interaction networks. According to the IPA database, DEPs were
categorized for disease and biological function into two categories: Behavior, nervous
system development, and function. Interconnection networks were then examined and
drawn between DEPs within these classifications. Statistical significance was set at p < 0.05
for all of these tests.

4.12. Statistical Analysis

Statistical analyses were performed using SPSS (version 25.0). All data are shown
as mean ± SD. The statistical analyses were performed using Student’s t-test, two-way
ANOVA, and mixed-design ANOVA. For the behavioral test, the dependent variable was
the locomotor activities (total distances). Mixed-design ANOVA followed by Bonferroni’s
post hoc multiple comparisons test was used for analysis for the 8 days of locomotor
activity testing, with days as a within-subject variable and treatments (AAV and METH) as
a between-subject factor. Main and interaction levels were significant at p < 0.05. Protein
and mRNA data were analyzed using Student’s t-test or two-way ANOVA followed by
Bonferroni’s post hoc multiple comparisons test. The protein levels and the mRNA levels
of the control group were set at 100%, and all data were normalized to the loading control.
p < 0.05 was considered statistically significant.

5. Conclusions

In summary, our research indicates that miR-29c-3p potentially influences METH
sensitization through the regulation of neuroplasticity. GPR37 within miR-29c-3p-regulated
METH sensitization suggests a potential dysregulation of synaptic plasticity following
METH exposure. This finding provides important clues for a deeper understanding of the
role of miR-29c-3p in regulating METH sensitization.

Supplementary Materials: The following supporting information can be downloaded at
https://www.mdpi.com/article/10.3390/ijms25020942/s1.

Author Contributions: Data curation, H.S. and R.W.; reagents, L.S. and M.L.; conceptualization, T.C.,
H.S. and L.Z.; funding acquisition, H.S.; data analysis, J.Z. and Y.C.; original draft preparation, H.S.;
supervision, writing—review and editing, T.C. and L.Z. All authors have read and agreed to the
published version of the manuscript.

Funding: This work was supported by grants from the National Natural Science Foundation of
China, NSFC (No. 82302127); the China Postdoctoral Science Foundation (No. 2021M692560); and
the Xi’an Science and Technology Association (No. 095920211331).

Institutional Review Board Statement: The animal study was reviewed and approved by the
Institutional Animal Care and Use Committee at Xi’an Jiaotong University (No. 2014100).

Informed Consent Statement: Not applicable.

Data Availability Statement: Data contained within the article.

Acknowledgments: The authors wish to thank Yongsheng Zhu for stimulating discussions. We also
thank Laiqiang Wu, Tong Ni, and Jiaqi Li for their assistance.

Conflicts of Interest: The authors declare no conflicts of interest. The funders had no role in the
design of the study; in the collection, analyses, or interpretation of the data; in the writing of the
manuscript; or in the decision to publish the results.

apps.ingenuity.com
https://www.mdpi.com/article/10.3390/ijms25020942/s1


Int. J. Mol. Sci. 2024, 25, 942 16 of 18

References
1. Honeywell, K.M.; Doren, E.V.; Szumlinski, K.K. Selective inhibition of PDE4B reduces methamphetamine reinforcement in two

c57bl/6 substrains. Int. J. Mol. Sci. 2022, 23, 4872. [CrossRef] [PubMed]
2. Mullen, J.M.; Richards, J.R.; Crawford, A.T. Amphetamine Related Psychiatric Disorders; StatPearls Publishing: Treasure Island, FL,

USA, 2022.
3. Limanaqi, F.; Gambardella, S.; Biagioni, F.; Busceti, C.L.; Fornai, F. Epigenetic effects induced by methamphetamine and

methamphetamine-dependent oxidative stress. Oxidative Med. Cell. Longev. 2018, 2018, 4982453. [CrossRef] [PubMed]
4. Crime UNOO. World Drug Report 2023. [Internet]. Available online: https://www.unodc.org/unodc/en/data-and-analysis/

world-drug-report-2023.html (accessed on 23 October 2023).
5. Kim, Y.; Won, S.D.; Kwon, H.; Han, C. The ratio of second and fourth digit length: A biomarker for methamphetamine

dependence? Clin. Psychopharmacol. Neurosci. 2022, 20, 694–700. [CrossRef] [PubMed]
6. Yan, P.J.; Ren, Z.X.; Shi, Z.F.; Wan, C.L.; Han, C.J.; Zhu, L.S.; Li, N.N.; Waddington, J.L.; Zhen, X.C. Dysregulation of iron

homeostasis and methamphetamine reward behaviors in Clk1-deficient mice. Acta Pharmacol Sin. 2022, 43, 1686–1698. [CrossRef]
[PubMed]

7. Salem, B.E.; Brecht, M.L.; Ekstrand, M.L.; Faucette, M.; Nyamathi, A.M. Correlates of physical, psychological, and social frailty
among formerly incarcerated, homeless women. Health Care Women Int. 2019, 40, 788–812. [CrossRef] [PubMed]

8. Darke, S.; Kaye, S.; McKetin, R.; Duflou, J. Major physical and psychological harms of methamphetamine use. Drug Alcohol Rev.
2008, 27, 253–262. [CrossRef] [PubMed]

9. Blum, K.; Cadet, J.L.; Gold, M.S. Psychostimulant use disorder emphasizing methamphetamine and the opioid-dopamine
connection: Digging out of a hypodopaminergic ditch. J. Neurol. Sci. 2021, 420, 117252. [CrossRef] [PubMed]

10. Christoffel, D.J.; Walsh, J.J.; Hoerbelt, P.; Heifets, B.D.; Llorach, P.; Lopez, R.C.; Ramakrishnan, C.; Deisseroth, K.; Malenka, R.C.
Selective filtering of excitatory inputs to nucleus accumbens by dopamine and serotonin. Proc. Natl. Acad. Sci. USA 2021, 118,
e2106648118. [CrossRef]

11. Fischer, K.D.; Knackstedt, L.A.; Rosenberg, P.A. Glutamate homeostasis and dopamine signaling: Implications for psychostimulant
addiction behavior. Neurochem. Int. 2021, 144, 104896. [CrossRef]

12. Lewis, D.; Kenneally, M.; van DenHeuvel, C.; Byard, R.W. Methamphetamine deaths: Changing trends and diagnostic issues.
Med. Sci.Law 2021, 61, 130–137. [CrossRef]

13. Shi, S.; Chen, T.; Zhao, M. The crosstalk between neurons and glia in methamphetamine-induced neuroinflammation. Neurochem.
Res. 2022, 47, 872–884. [CrossRef] [PubMed]

14. Nestler, E.J. Molecular basis of long-term plasticity underlying addiction. Nat. Rev. Neurosci. 2001, 2, 119–128. [CrossRef]
[PubMed]

15. Xu, L.; Nan, J.; Lan, Y. The nucleus accumbens: A common target in the comorbidity of depression and addiction. Front. Neural
Circuits 2020, 14, 37. [CrossRef]

16. Buck, S.A.; Torregrossa, M.M.; Logan, R.W.; Freyberg, Z. Roles of dopamine and glutamate co-release in the nucleus accumbens
in mediating the actions of drugs of abuse. FEBS J. 2021, 288, 1462–1474. [CrossRef] [PubMed]

17. Gong, S.; Fayette, N.; Heinsbroek, J.A.; Ford, C.P. Cocaine shifts dopamine D2 receptor sensitivity to gate conditioned behaviors.
Neuron 2021, 109, 3421–3435. [CrossRef]

18. Sharifi, A.; Karimi-Haghighi, S.; Shabani, R.; Asgari, H.R.; Ahadi, R.; Haghparast, A. Cannabidiol impairs the rewarding effects
of methamphetamine: Involvement of dopaminergic receptors in the nucleus accumbens. Prog. Neuro-Psychopharmacol. Biol.
Psychiatry 2022, 113, 110458. [CrossRef]

19. Zhu, L.; Wu, F.; Yan, Z.; He, L.; Wang, S.; Hu, H.; Goh, E.; Zhu, Y.; Guan, F.; Chen, T. A novel microRNA, novel-m009c, regulates
methamphetamine rewarding effects. Mol. Psychiatry 2022, 27, 3885–3897. [CrossRef]

20. Li, J.; Zhu, L.; Su, H.; Liu, D.; Yan, Z.; Ni, T.; Wei, H.; Goh, E.L.K.; Chen, T. Regulation of miR-128 in the nucleus accumbens affects
methamphetamine-induced behavioral sensitization by modulating proteins involved in neuroplasticity. Addict. Biol. 2021, 26,
e12881. [CrossRef]

21. Chen, Y.; Zhao, J.; Duan, Z.; Gong, T.; Chen, W.; Wang, S.; Xu, H. MiR-27b-3p and miR-607 cooperatively regulate BLM gene
expression by directly targeting the 3’-utr in pc3 cells. Mol. Med. Rep. 2019, 19, 4819–4831. [CrossRef]

22. Song, M. miRNAs-dependent regulation of synapse formation and function. Genes Genom. 2020, 42, 837–845. [CrossRef]
23. Dong, X.; Cong, S. The emerging role of microRNAs in polyglutamine diseases. Front. Mol. Neurosci. 2019, 12, 156. [CrossRef]

[PubMed]
24. Rashidi, S.K.; Kalirad, A.; Rafie, S.; Behzad, E.; Dezfouli, M.A. The role of microRNAs in neurobiology and pathophysiology of

the hippocampus. Front. Mol. Neurosci. 2023, 16, 1226413. [CrossRef] [PubMed]
25. Sanacora, G.; Yan, Z.; Popoli, M. The stressed synapse 2.0: Pathophysiological mechanisms in stress-related neuropsychiatric

disorders. Nat. Rev. Neurosci. 2022, 23, 86–103. [CrossRef] [PubMed]
26. Palumbo, M.L.; Prochnik, A.; Wald, M.R.; Genaro, A.M. Chronic stress and glucocorticoid receptor resistance in asthma. Clin.

Ther. 2020, 42, 993–1006. [CrossRef]
27. Allen, L.; Dwivedi, Y. MicroRNA mediators of early life stress vulnerability to depression and suicidal behavior. Mol. Psychiatry

2020, 25, 308–320. [CrossRef]

https://doi.org/10.3390/ijms23094872
https://www.ncbi.nlm.nih.gov/pubmed/35563262
https://doi.org/10.1155/2018/4982453
https://www.ncbi.nlm.nih.gov/pubmed/30140365
https://www.unodc.org/unodc/en/data-and-analysis/world-drug-report-2023.html
https://www.unodc.org/unodc/en/data-and-analysis/world-drug-report-2023.html
https://doi.org/10.9758/cpn.2022.20.4.694
https://www.ncbi.nlm.nih.gov/pubmed/36263644
https://doi.org/10.1038/s41401-021-00806-1
https://www.ncbi.nlm.nih.gov/pubmed/34811513
https://doi.org/10.1080/07399332.2019.1566333
https://www.ncbi.nlm.nih.gov/pubmed/30901288
https://doi.org/10.1080/09595230801923702
https://www.ncbi.nlm.nih.gov/pubmed/18368606
https://doi.org/10.1016/j.jns.2020.117252
https://www.ncbi.nlm.nih.gov/pubmed/33279726
https://doi.org/10.1073/pnas.2106648118
https://doi.org/10.1016/j.neuint.2020.104896
https://doi.org/10.1177/0025802420986707
https://doi.org/10.1007/s11064-021-03513-9
https://www.ncbi.nlm.nih.gov/pubmed/34982394
https://doi.org/10.1038/35053570
https://www.ncbi.nlm.nih.gov/pubmed/11252991
https://doi.org/10.3389/fncir.2020.00037
https://doi.org/10.1111/febs.15496
https://www.ncbi.nlm.nih.gov/pubmed/32702182
https://doi.org/10.1016/j.neuron.2021.08.012
https://doi.org/10.1016/j.pnpbp.2021.110458
https://doi.org/10.1038/s41380-022-01651-2
https://doi.org/10.1111/adb.12881
https://doi.org/10.3892/mmr.2019.10135
https://doi.org/10.1007/s13258-020-00940-w
https://doi.org/10.3389/fnmol.2019.00156
https://www.ncbi.nlm.nih.gov/pubmed/31275113
https://doi.org/10.3389/fnmol.2023.1226413
https://www.ncbi.nlm.nih.gov/pubmed/37727513
https://doi.org/10.1038/s41583-021-00540-x
https://www.ncbi.nlm.nih.gov/pubmed/34893785
https://doi.org/10.1016/j.clinthera.2020.03.002
https://doi.org/10.1038/s41380-019-0597-8


Int. J. Mol. Sci. 2024, 25, 942 17 of 18

28. Chen, Y.; Yao, S.Y.; Shu, X.; Wang, Y.J.; Liu, J.G. Changes in mRNA and miRNA expression in the prelimbic cortex related to
depression-like syndrome induced by chronic social defeat stress in mice. Behav. Brain Res. 2023, 438, 114211. [CrossRef]

29. Su, H.; Zhu, L.; Li, J.; Wang, R.; Liu, D.; Han, W.; Cadet, J.L.; Chen, T. Regulation of microRNA-29c in the nucleus accumbens
modulates methamphetamine-induced locomotor sensitization in mice. Neuropharmacology 2019, 148, 160–168. [CrossRef]

30. Mi, H.; Ebert, D.; Muruganujan, A.; Mills, C.; Albou, L.P.; Mushayamaha, T.; Thomas, P.D. Panther version 16: A revised family
classification, tree-based classification tool, enhancer regions and extensive api. Nucleic Acids Res. 2021, 49, D394–D403. [CrossRef]

31. Kehl, T.; Kern, F.; Backes, C.; Fehlmann, T.; Stöckel, D.; Meese, E.; Lenhof, H.P.; Keller, A. Mirpathdb 2.0: A novel release of the
mirna pathway dictionary database. Nucleic Acids Res. 2020, 48, D142–D147. [CrossRef]

32. Paraskevopoulou, M.D.; Georgakilas, G.; Kostoulas, N.; Vlachos, I.S.; Vergoulis, T.; Reczko, M.; Filippidis, C.; Dalamagas, T.;
Hatzigeorgiou, A.G. Diana-microt web server v5.0: Service integration into miRNA functional analysis workflows. Nucleic Acids
Res. 2013, 41, W169–W173. [CrossRef]

33. Xu, Z.J.; Zhang, P.Y.; Li, Z.Q.; Zhu, H.P.; Tan, W.L.; Ren, P.H. LncRNA ac125982.2 regulates apoptosis of cardiomyocytes through
mir-450b-3p/atg4b axis in a rat model with myocardial infarction. Heliyon 2023, 9, e22467. [CrossRef] [PubMed]

34. Segaran, R.C.; Chan, L.Y.; Wang, H.; Sethi, G.; Tang, F.R. Neuronal development-related miRNAs as biomarkers for Alzheimer’s
disease, depression, schizophrenia and ionizing radiation exposure. Curr. Med. Chem. 2021, 28, 19–52. [CrossRef]

35. Zong, Y.; Yu, P.; Cheng, H.; Wang, H.; Wang, X.; Liang, C.; Zhu, H.; Qin, Y.; Qin, C. MiR-29c regulates nav3 protein expression in a
transgenic mouse model of Alzheimer’s disease. Brain Res. 2015, 1624, 95–102. [CrossRef]

36. Rial, D.; Morató, X.; Real, J.I.; Gonçalves, F.Q.; Stagljar, I.; Pereira, F.C.; Fernández-Dueñas, V.; Cunha, R.A.; Ciruela, F. Parkinson’s
disease-associated GPR37 receptor regulates cocaine-mediated synaptic depression in corticostriatal synapses. Neurosci. Lett.
2017, 638, 162–166. [CrossRef] [PubMed]

37. Kim, E. Alterations in striatal microRNA-mRNA networks contribute to neuroinflammation in multiple system atrophy. Mol.
Neurobiol. 2019, 56, 7003–7021. [CrossRef] [PubMed]

38. Kane, C.J.M.; Douglas, J.C.; Rafferty, T.; Johnson, J.W.; Niedzwiedz Massey, V.M.; Phelan, K.D.; Majewska, A.K.; Drew, P.D.
Ethanol modulation of cerebellar neuroinflammation in a postnatal mouse model of fetal alcohol spectrum disorders. J. Neurosci.
Res. 2021, 99, 1986–2007. [CrossRef]

39. Marazziti, D.; Di Pietro, C.; Mandillo, S.; Golini, E.; Matteoni, R.; Tocchini Valentini, G.P. Absence of the GPR37/PAEL receptor
impairs striatal AKT and ERK2 phosphorylation, δfosb expression, and conditioned place preference to amphetamine and cocaine.
FASEB J. 2011, 25, 2071–2081. [CrossRef]

40. Marazziti, D.; Golini, E.; Mandillo, S.; Magrelli, A.; Witke, W.; Matteoni, R.; Tocchini-Valentini, G.P. Altered dopamine signaling
and MPTP resistance in mice lacking the Parkinson’s disease-associated GPR37/parkin-associated endothelin-like receptor. Proc.
Natl. Acad. Sci. USA 2004, 101, 10189–10194. [CrossRef]

41. Xie, C.; Gong, X.; Luo, J.; Li, B.; Song, B. AAV9-NPC1 significantly ameliorates Purkinje cell death and behavioral abnormalities
in mouse NPC disease. J. Lipid Res. 2017, 58, 512–518. [CrossRef]

42. Ye, Z.; Mo, C.; Liu, S.; Hatch, K.S.; Gao, S.; Ma, Y.; Hong, L.E.; Thompson, P.M.; Jahanshad, N.; Acheson, A.; et al. White matter
integrity and nicotine dependence: Evaluating vertical and horizontal pleiotropy. Front. Neurosci. 2021, 15, 738037. [CrossRef]

43. Zumbrennen-Bullough, K.B.; Becker, L.; Garrett, L.; Holter, S.M.; Calzada-Wack, J.; Mossbrugger, I.; Quintanilla-Fend, L.; Racz, I.;
Rathkolb, B.; Klopstock, T.; et al. Abnormal brain iron metabolism in Irp2 deficient mice is associated with mild neurological and
behavioral impairments. PLoS ONE 2014, 9, e98072. [CrossRef] [PubMed]

44. Lopes, J.P.; Morató, X.; Souza, C.; Pinhal, C.; Machado, N.J.; Canas, P.M.; Silva, H.B.; Stagljar, I.; Gandía, J.; Fernández-Dueñas, V.;
et al. The role of Parkinson’s disease-associated receptor GPR37 In the hippocampus: Functional interplay with the adenosinergic
system. J. Neurochem. 2015, 134, 135–146. [CrossRef]

45. Morató, X.; Gonçalves, F.Q.; Lopes, J.P.; Jauregui, O.; Soler, C.; Fernández-Dueñas, V.; Cunha, R.A.; Ciruela, F. Chronic adenosine
A2A receptor blockade induces locomotor sensitization and potentiates striatal LTD in GPR37-deficient mice. J. Neurochem. 2019,
148, 796–809. [CrossRef]

46. Mitroi, D.N.; Pereyra Gómez, G.; Soto Huelin, B.; Senovilla, F.; Kobayashi, T.; Esteban, J.A.; Ledesma, M.D. NPC1 enables
cholesterol mobilization during long-term potentiation that can be restored in Niemann–pick disease type c by CYP46A1
activation. EMBO Rep. 2019, 20, e48143. [CrossRef] [PubMed]

47. Karten, B.; Campenot, R.B.; Vance, D.E.; Vance, J.E. The Niemann-pick C1 protein in recycling endosomes of presynaptic nerve
terminals. J. Lipid Res. 2006, 47, 504–514. [CrossRef] [PubMed]

48. Lee, H.; Lee, J.K.; Bae, Y.C.; Yang, S.H.; Okino, N.; Schuchman, E.H.; Yamashita, T.; Bae, J.; Jin, H.K. Inhibition of GM3 synthase
attenuates neuropathology of Niemann-pick disease type c by affecting sphingolipid metabolism. Mol. Cells 2014, 37, 161–171.
[CrossRef]

49. D Arcangelo, G.; Grossi, D.; Racaniello, M.; Cardinale, A.; Zaratti, A.; Rufini, S.; Cutarelli, A.; Tancredi, V.; Merlo, D.; Frank, C.
Miglustat reverts the impairment of synaptic plasticity in a mouse model of NPC disease. Neural Plast. 2016, 2016, 3830424.

50. Minicã, C.C.; Mbarek, H.; Pool, R.; Dolan, C.V.; Boomsma, D.I.; Vink, J.M. Pathways to smoking behaviours: Biological insights
from the tobacco and genetics consortium meta-analysis. Mol. Psychiatry 2017, 22, 82–88. [CrossRef]

51. Mayo, L.M.; Paul, E.; DeArcangelis, J.; Van Hedger, K.; and de Wit, H. Gender differences in the behavioral and subjective effects
of methamphetamine in healthy humans. Psychopharmacology 2019, 236, 2413–2423. [CrossRef]

https://doi.org/10.1016/j.bbr.2022.114211
https://doi.org/10.1016/j.neuropharm.2019.01.007
https://doi.org/10.1093/nar/gkaa1106
https://doi.org/10.1093/nar/gkz1022
https://doi.org/10.1093/nar/gkt393
https://doi.org/10.1016/j.heliyon.2023.e22467
https://www.ncbi.nlm.nih.gov/pubmed/38074857
https://doi.org/10.2174/0929867327666200121122910
https://doi.org/10.1016/j.brainres.2015.07.022
https://doi.org/10.1016/j.neulet.2016.12.040
https://www.ncbi.nlm.nih.gov/pubmed/28007645
https://doi.org/10.1007/s12035-019-1577-3
https://www.ncbi.nlm.nih.gov/pubmed/30968343
https://doi.org/10.1002/jnr.24797
https://doi.org/10.1096/fj.10-175737
https://doi.org/10.1073/pnas.0403661101
https://doi.org/10.1194/jlr.M071274
https://doi.org/10.3389/fnins.2021.738037
https://doi.org/10.1371/journal.pone.0098072
https://www.ncbi.nlm.nih.gov/pubmed/24896637
https://doi.org/10.1111/jnc.13109
https://doi.org/10.1111/jnc.14653
https://doi.org/10.15252/embr.201948143
https://www.ncbi.nlm.nih.gov/pubmed/31535451
https://doi.org/10.1194/jlr.M500482-JLR200
https://www.ncbi.nlm.nih.gov/pubmed/16340014
https://doi.org/10.14348/molcells.2014.2347
https://doi.org/10.1038/mp.2016.20
https://doi.org/10.1007/s00213-019-05276-2


Int. J. Mol. Sci. 2024, 25, 942 18 of 18

52. Daiwile, A.P.; Jayanthi, S.; Cadet, J.L. Sex differences in methamphetamine use disorder perused from pre-clinical and clinical
studies: Potential therapeutic impacts. Neurosci. Biobehav. Rev. 2022, 137, 104674. [CrossRef]

53. Dluzen, D.E.; Liu, B. Gender differences in methamphetamine use and responses: A review. Gend. Med. 2008, 5, 24–35. [CrossRef]
[PubMed]

54. Ujike, H.; Sato, M. Clinical features of sensitization to methamphetamine observed in patients with methamphetamine dependence
and psychosis. Ann. N. Y. Acad. Sci. 2004, 1025, 279–287. [CrossRef] [PubMed]

55. Franklin, K.B.J.; Paxinos, G. The mouse brain. In Stereotaxic Coordinates; Academic Press: Cambridge, MA, USA, 2001.
56. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative pcr and the 2(-delta delta c(t))

method. Methods 2001, 25, 402–408. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.neubiorev.2022.104674
https://doi.org/10.1016/S1550-8579(08)80005-8
https://www.ncbi.nlm.nih.gov/pubmed/18420163
https://doi.org/10.1196/annals.1316.035
https://www.ncbi.nlm.nih.gov/pubmed/15542728
https://doi.org/10.1006/meth.2001.1262
https://www.ncbi.nlm.nih.gov/pubmed/11846609

	Introduction 
	Results 
	Inhibition of miR-29c-3p in the NAc Diminished the Properties of METH 
	Protein Expression Profile Involved in miR-29c-3p-Dependent METH-Induced Behavior Sensitization 
	Comparison of miR-29c-3p Predicted Target Gene Interactions with DEPs 
	Effects of miR-29c-3p on the Expression Changes of GPR37, NPC1, and IREB2 in METH- Induced Behavioral Sensitization 
	Effects of METH on the Expression of Gpr37, Npc1, and Ireb2 

	Discussion 
	Materials and Methods 
	Animals 
	Drugs 
	Adeno-Associated Virus (AAV) eGFP Expression 
	Surgery with Stereotaxy 
	Animal Groups 
	Open Field Test 
	RNA Extraction and Reverse Transcription 
	Quantitative Real-Time PCR Analyses (qRT-PCR) 
	Protein Extraction 
	iTRAQ 
	Protein Labeling 
	Strong Cation Exchange (SCX) Chromatography and LC-MS/MS Analysis 
	Proteomic Analysis and Characterization of Protein Function 

	IPA 
	Statistical Analysis 

	Conclusions 
	References

