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Abstract: Schizophrenia (SCZ) is a polygenic severe mental illness. Genome-wide association studies
(GWAS) have detected genomic variants associated with this psychiatric disorder and pathway
analyses have indicated immune system and dopamine signaling as core components of risk in
dorsolateral-prefrontal cortex (DLPFC) and hippocampus, but the mechanistic links remain unknown.
The RasGRP1 gene, encoding for a guanine nucleotide exchange factor, is implicated in dopamine
signaling and immune response. RasGRP1 has been identified as a candidate risk gene for SCZ and
autoimmune disease, therefore representing a possible point of convergence between mechanisms
involving the nervous and the immune system. Here, we investigated RasGRP1 mRNA and protein
expression in post-mortem DLPFC and hippocampus of SCZ patients and healthy controls, along
with RasGRP1 protein content in the serum of an independent cohort of SCZ patients and control
subjects. Differences in RasGRP1 expression between SCZ patients and controls were detected both
in DLPFC and peripheral blood of samples analyzed. Our results indicate RasGRP1 may mediate
risk for SCZ by involving DLPFC and peripheral blood, thus encouraging further studies to explore
its possible role as a biomarker of the disease and/or a target for new medication.

Keywords: schizophrenia; RasGRP1; DLPFC; hippocampus; serum

1. Introduction

Schizophrenia (SCZ) is a severe brain disorder affecting about 1% of the population
worldwide. It is characterized by a complex clinical phenotype, which includes positive
symptoms, such as delusions and hallucinations, negative symptoms, such as blunted
affect, anhedonia, social withdrawal and apathy, along with cognitive impairment [1].
Evidence robustly indicates that the risk for SCZ is, at least in part, genetic and that ge-
netic variation associated with the disorder likely subtends different pathophysiological
mechanisms. During last few decades, a number of pathogenetic hypotheses of SCZ have
been formulated, including the “dopamine hypothesis” [2]. According to this hypothesis,
altered transmission mediated by D2 and D1 dopamine receptors in critical brain regions,
such as the hippocampus and the Prefrontal Cortex (PFC), have been reported in patients
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with this mental illness [3]. Nonetheless, several hypotheses, in part implicating other
brain signaling systems, such as the glutamate, GABA and serotonin systems [4–8], in
part implicating neurodevelopment and inflammation, have been also proposed. In the
recent past, pathogenetic pathways of SCZ implicating alteration of the immune system,
along with inflammatory processes operating in the brain (neuro-inflammation) and in
the body periphery, have been claimed. Consistently, genome wide association studies
(GWASs) have indicated that genomic variation with the strongest association with SCZ is
localized within the major histocompatibility complex II (MHC-II) locus, a large segment of
the genome with a complex genetic architecture, which has only partially been clarified [9].
Furthermore, patients with SCZ suffer from infectious and autoimmune diseases more
often than the general population and genetic risk factors for SCZ increase vulnerability to
these diseases [10]. Secondly, prenatal complication, which increases risk for SCZ [11], also
impairs adult life immune system competence. Moreover, while immune dysfunctions,
such as imbalances of pro- and anti-inflammatory cytokines, may contribute to the onset of
psychotic symptoms, many antipsychotic (AP) medications have proven anti-infectious and
immune-modulating effects in SCZ patients [10,12]. Interestingly, evidence from GWASs
of immune system diseases, such as autoimmune thyroid disease, celiac disease, Crohn’s
disease, inflammatory bowel disease, psoriasis, rheumatoid arthritis (RA), SjÖgren’s syn-
drome and systemic lupus erythematosus (SLE), indicates that, even at different levels
of significance, these conditions are genetically correlated with SCZ [12,13]. Again, this
evidence suggests that molecular pathways subtending SCZ, and immune disorders are, at
least in part, overlapping and that risk genes for SCZ may have a pleiotropic effect on risk
for immune dysfunction [14]. With this regard, converging findings have indicated that
the gene coding for the guanine-nucleotide-exchange factor 1 (RASGRP1), an enzyme that
catalyzes the exchange of a G-protein bound guanosine diphosphate (GDP) to guanosine
triphosphate (GTP) in manifold biochemical processes [15] and whose locus is genome-
wide associated with SCZ and RA [16], is a putative link between SCZ and alteration of
the immune system. RasGRP1 that belongs to a group of proteins functioning as guanine
nucleotide exchange factors (GEFs) highly expressed in hematopoietic cells is known to
play a role in T and B cell proliferation and has been implicated in leukemia and lupus
erythematosus [17–19].

Furthermore, this protein is also involved in immunodeficiency, immune dysregula-
tion and in Epstein–Barr Virus-induced Lymphoma [20]. Nonetheless, besides blood cells,
RasGRP1 is enriched in specific brain regions where it regulates brain signaling of estab-
lished importance to SCZ, such as dopamine D1-mediated cognitive function [21] along
with extracellular signal-regulated kinases (ERK) and mechanistic target of rapamycin
kinase (mTOR) molecular signaling [22]. In addition, recent evidence reports that RasGRP1
belongs to a preserved co-expression module of SCZ-risk genes functionally characterized
by their contributing to rat sarcoma virus (RAS)/ERK signaling [23]. Finally, an investiga-
tion performed to identify genome wide genetic variation associated with SCZ enriched
for association with RA, one of the most severe immune system diseases, has indicated
RasGRP1 as a strong link between genetic risk for SCZ and this autoimmune condition [16].
Therefore, by playing a role in both dopamine neurotransmission and immune processes of
relevance to SCZ, RasGRP1 may be a point of convergence of risk at the crossroad between
the central nervous system and the peripheral blood/immune system, thus representing
a possible peripheral biomarker of the illness. In order to probe this hypothesis, we mea-
sured the RasGRP1 mRNA and protein expression in post-mortem dorsolateral prefrontal
cortex (DLPFC) and the hippocampus of patients with SCZ compared to healthy controls.
Moreover, we analyzed RasGRP1 protein serum concentration in an independent cohort of
SCZ patients and non-psychiatric controls. Differences in RasGRP1 expression between
SCZ patients and controls were detectable both in the brain and in peripheral blood of
samples explored.
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2. Materials and Methods
2.1. Human Post-Mortem Tissue Collection

Human DLPFC and hippocampus samples were collected from post-mortem brains
of non-psychiatric controls and SCZ patients (n = 20/brain region/clinical condition).
Samples were obtained from The Human Brain and Spinal Fluid Resource Center (Los
Angeles Healthcare Center, Los Angeles, CA, USA). Clinical diagnosis of SCZ was per-
formed according to DSM III-R criteria. Demographic characteristics of control and SCZ
subjects are described in Table 1 and Table S1, Supplementary Materials. Frozen tissues
were pulverized in liquid nitrogen and stored at −80 ◦C for subsequent processing.

Table 1. Demographic and clinical characteristics of control subjects and schizophrenia patients.

Characteristics Control Schizophrenia Statistic p-Value

Subjects (total number) 20 20 − −
Gender (M/F) 16/4 12/8 χ2 = 1.071 (df = 1) 0.301 a

Age (years, median [IQR]) 73.50 [66.00–80.25] 52.50 [39.50–61.25] t = 4.819 (df = 38) <0.001 b

PMI (hours, median [IQR]) 12.90 [11.80–16.32] 15.25 [12.52–24.58] t = −2.426 (df = 38) 0.020 c

pH (median, [IQR]) 6.54 [6.49–6.63] 6.50 [6.42–6.56] t = 0.708 (df = 26) 0.485 c

RIN (median, [IQR]) 6.05 [5.50–7.12] 6.75 [6.05–7.08] t = −0.036 (df = 38) 0.971 b

Abbreviations: M/F: number of males/females; PMI: post-mortem interval; RIN: RNA integrity number; IQR:
Interquartile Range (i.e., first-third quartiles); df : degrees of freedom. a p-value from Chi-Square test (with Yates’s
correction); b p-value from two sample t-test; c p-value from two sample t-test on log transformed values.

2.2. RNA Extraction and Quantitative RT-PCR Analysis

Total RNA was extracted from post-mortem tissues using RNeasy® mini kit (Qiagen,
Hilden, Germany) according to the manufacturer’s instructions [24,25]. Total RNA was pu-
rified to eliminate potentially contaminating genomic DNA using recombinant DNase (Qia-
gen, Hilden, Germany). RNA integrity number (RIN) of samples was assessed using Agilent
Expert version 2100 (Santa Clara, CA, USA) [26] and Biorad Automated electrophoresis Sta-
tion Experion Software version 3.20 (Hercules, CA, USA) [27] prior to cDNA synthesis using
a Transcriptor First Strand cDNA Synthesis kit (Roche Diagnostics, Mannheim, Germany).
A total of 1 µg of total RNA of each sample was reverse transcribed with QuantiTect Reverse
Transcription (Qiagen, Hilden, Germany) using oligo-dT and random primers according
to the manufacturer’s instructions. Quantitative RT-PCR with Real Time ready catalogue
Assays (Roche Diagnostics, Basel, Switzerland) and LightCycler® 480 Probe Master (Roche
Diagnostics) was performed on a Light Cycler 480 Real Time PCR thermocycler with 96-well
format (Roche Diagnostics). All measurements from each subject were performed in dupli-
cate. RasGRP1 mRNA expression levels were normalized to the mean of two housekeeping
genes: β-actin (ACTB) and cyclophilin (PPIA). The following protocol was used: 10 s for
initial denaturation at 95 ◦C followed by 40 cycles consisting of 10 s at 94 ◦C for denatura-
tion, 10 s at 60 ◦C for annealing, and 6 s for elongation at 72 ◦C temperature. The following
primers were used for RasGRP1 cDNA amplification: RasGRP1 forward, 5′-GGA GGC
TAA CAA GGA CTT GGT AC-3′ and RasGRP1 reverse, 5′-GGT GGC TTTGAA GGT
GTT AGT GG-3′; β-actin forward, 5′-TCCTCCCTGGAGAAGAGCTA-3′; β-actin reverse,
5′-CGTGGATGCCACAGGACT-3′; PPIA forward, 5′-TTCATCTGCACTGCCAAGAC-3′;
PP1A reverse, 5′-CACTTTGCCAAACACCACAT-3′. qPCR assay detects all the transcripts
of RasGRP1 gene. mRNA expression was calculated using the geometric mean of the two
reference genes selected and the relative quantification method (2−∆∆Ct).

2.3. Western Blotting

Frozen, powdered samples from post-mortem DLPFC and hippocampus and from SFG
of respective brain banks were sonicated in 1% SDS and boiled for 10 min. Aliquots (2 µL)
of the homogenate were used for protein determination using a Bio-Rad Protein Assay
kit. Equal amounts of total proteins (30 µg) for each sample were loaded on precast 4–20%
gradient gels (BioRad Laboratories, Hercules, CA, USA). Proteins were separated by SDS-
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PAGE and transferred to PVDF membranes (GE Healthcare, Chicago, IL, USA) via the
Trans Blot Turbo System (BioRad Laboratories, Hercules, CA, USA). To investigate the
target of interest, the blots were incubated with antibodies against: RasGRP1 (1:1000; no.
MABS146, Merck Millipore, Burlington, MA, USA). GAPDH (1:1000; sc-32233, Santa Cruz
Biotechnology, Dallas, TX, USA) was used to normalize the levels of analyzed proteins
for variations in loading and transfer. All blots were incubated in horseradish peroxidase-
conjugated secondary antibodies and target proteins visualized by ECL detection (Pierce,
Rockford, IL, USA), followed by quantification through the “Quantity One” software
(BioRad Laboratories, Hercules, CA, USA). Normalized values were then averaged and
used for statistical comparisons.

2.4. Human Patient and Control Serum Collection

A group of 40 outpatients with SCZ and 39 healthy control individuals were recruited
in the region of Apulia, Italy. Recruitment procedures were carried out in accordance
with The Code of Ethics of the World Medical Association (Declaration of Helsinki), and
approval was given by the local ethics committee (“Comitato Etico Indipendente Locale—
Azienda Ospedaliero-Universitaria Consorziale Policlinico di Bari”). In patients (males = 22;
females = 18; Median Age = 33.5), the diagnosis of SCZ was made using the Structured
Clinical Interview for the DSM-5 (SCID), Axis 1 disorders (Diagnostic and Statistical Manual
of Mental Disorders: DSM-5. Arlington, VA: American Psychiatric Publishing, 2013), which
was administered by psychiatrists. Healthy individuals (males = 15; females = 24; Median
Age = 28) underwent the NP (non-patient) version of the SCID in order to exclude the
presence of any psychiatric disorders. Both patients and healthy controls were excluded if
they had: a significant history of drug or alcohol abuse; active drug abuse in the previous
year; experienced a head trauma with a loss of consciousness; or if they suffered from any
other significant medical condition. All participants in the study underwent 10 mL whole
blood withdrawal for subsequent serum isolation. Socio-demographics of serum study
sample are reported in Table 2.

Table 2. Demographic and clinical characteristics of control subjects and patients with SCZ in the
Bari cohort.

Characteristics Control Schizophrenia Statistic p-Value

Subjects (total number) 39 40 − −
Gender (M/F) 15/24 22/18 χ2 = 2.17 (df = 1) 0.141

Age (years, median [IQR]) 28 [24,25,28–32] 33.50 [27.25–54.5] t = 4.021 (df = 78) <0.001

Abbreviations: M/F: number of males/females; IQR: Interquartile Range (i.e., first-third quartiles); df : degrees of
freedom. For each variable, statistical tests adopted to detect any significant difference between patients with
schizophrenia and control subjects along with respective p-values are also reported.

2.5. Enzyme Linked Immunosorbent Assay (ELISA)

RasGRP1 concentration was detected using Human RAS Guanyl-Releasing Protein 1
(RASGRP1) ELISA Kit according to the manufacturer’s instructions (#MBS9331756, My-
Biosource, San Diego, CA, USA). Serum was collected and centrifuged at 3000 rpm for
20 min, and the supernatant was collected. In addition, a 50 µL serum was added to
every sample well and 50 µL Standard to corresponding Standard wells. Next, 100 µL
HRP-Conjugate Reagent was added to every well. After 60 min of incubation at 37 ◦C,
all wells were washed 4 times. Furthermore, 50 µL Chromogen Solution A and 50 µL
Chromogen Solution B were added to every well. After 15 min of incubation at 37 ◦C,
50 µL of Stop Solution was added to every well. The Optical Density (O.D.) was readied at
450 nm using an ELISA reader within 15 min after adding Stop Solution. The sensitivity of
this kit is 1.0 ng/mL.
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2.6. Statistical Analysis

Data are reported as medians, along with interquartile range (first-third quartiles—
IQR). Differences in continuous variables among two groups were evaluated by an Un-
paired t-test. Asterisks denote statistical significance as calculated by the specific statistical
tests (* p < 0.05). Pearson’s correlation was used to test possible associations between
two variables. To explore associations between RasGPR1 mRNA and protein expression
and different variables, after adjustment for possible confounding factors (age and/or
PMI), logistic regression models were used. Box and whiskers plot were used to depict
statistically significant differences between groups.

3. Results
3.1. RasGRP1 Protein Levels Negatively Correlate with Age in the DLPFC of Schizophrenia Patients

Firstly, we evaluated whether the two clinical groups, healthy subjects and schizophre-
nia patients, were matched for demographic and post-mortem storage characteristics,
including gender, age, PMI and samples’ pH. Data indicated that subjects were matched
for gender (p = 0.301, Chi-Square test) and pH (p = 0.485; two-sample t-test on log values).
Conversely, we observed a significant difference between patient and control age (p < 0.001,
two-sample t-test) and PMI (p = 0.020, two-sample t-test on log values). Consistent with
this observation, we investigated the correlations between RasGRP1 mRNA and protein
expression levels with age and PMI in the DLPFC of SCZ patients and healthy controls.

Results showed that there was no correlation between RasGRP1 expression and age
in the control group (RasGRP1 mRNA: Pearson’s r = 0.1395; p = 0.5688; RasGRP1 protein:
Pearson’s r = 0.08432; p = 0.7314), (Figure 1a,e). Moreover, we failed to observe any signifi-
cant correlation between RasGRP1 mRNA and age in SCZ patients (Pearson’s r = −0.2895;
p = 0.2438) (Figure 1b), while discovering that RasGRP1 protein levels negatively correlated
with age in the DLPFC of SCZ patients (Pearson’s r = −0.6311; p = 0.0028) (Figure 1f).
Next, we investigated the correlation between PMI and RasGRP1 expression in the same
brain region. No correlations were observed between RasGRP1 mRNA or protein lev-
els and PMI in the DLPFC of control subjects (RasGRP1 mRNA: Pearson’s r = −0.07773;
p = 0.7518; RasGRP1 protein: Pearson’s r = −0.1668; p = 0.4949), (Figure 1c,g). Likewise,
in SCZ patients, we did not find any significant correlation between RasGRP1 expression
and PMI (RasGRP1 mRNA: Pearson’s r = −0.2291; p = 0.3605; RasGRP1 protein: Pearson’s
r, =; 02675; p = 0.2543) (Figure 1d,h).
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Figure 1. RasGRP1 protein levels negatively correlates with age but not with PMI in the DLPFC of
schizophrenia patients. Analysis of correlation between age and mRNA/protein levels of RasGRP1 in
the post-mortem DLPFC of (a,e) control subjects (CTR, n = 19) and (b,f) SCZ patients (SCZ, RasGRP1
mRNA: n = 18, RasGRP1 protein: n = 20). Analysis of correlation between PMI with mRNA and
protein levels of RasGRP1 in the DLPFC of (c,g) control subjects (CTR, n = 19) and (d,h) SCZ patients
(SCZ, RasGRP1 mRNA: n = 18, RasGRP1 protein: n = 20).
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3.2. Increased RasGRP1 mRNA Levels in the DLPFC of Patients with SCZ

Although with a relatively small effect, statistical analysis indicated an increase of
RasGRP1 transcript levels in the DLPFC of SCZ patients compared to non-psychiatric
controls (p = 0.0395; Unpaired t-test; adjusted p = 0.046; multivariate logistic regression)
(Figure 2a). Results also indicated comparable protein levels between patients and controls
(p = 0.3386; Unpaired t-test), (Figure 2b).
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Figure 2. Increased RasGRP1 mRNA levels in the DLPFC of patients with SCZ. Expression levels of
(a) RasGRP1 mRNA in the post-mortem DLPFC of SCZ patients (SCZ) (n = 18) and control subjects
(CTRL) (n = 19). Quantification of western blot analysis of (b) RasGRP1 protein levels in the total
homogenates of post-mortem DLPFC of SCZ-affected patients (SCZ) (n = 20) and control subjects
(CTRL) (n = 19). The variations of RasGRP1 protein levels in patients affected by SCZ are expressed
as percentage (%) of the control subjects. All markers were normalized to GAPDH for variation
in loading and transfer; (c) representative images of immunoblots of RasGRP1 performed in the
DLPFC of SCZ patients and control subjects. Each dot represents value from a single subject. * p < 0.05
compared to control group (Unpaired t-test). Multivariable regression analysis was performed against
age and post-mortem interval (PMI).

3.3. Lack of Correlation between RasGRP1 mRNA and Protein Levels with Age and PMI in the
Hippocampus of Schizophrenia Patients

We extended our study by exploring possible correlation between age and PMI with
RasGRP1 mRNA and protein levels in the hippocampus. Overall, we failed to find any
significant correlation between RasGRP1 expression and age in both non-psychiatric in-
dividuals and SCZ patients (CTR: RasGRP1 mRNA: Pearson’s r = 0.2822; p = 0.2566;
RasGRP1 protein: Pearson’s r = 0.02446; p = 0.9185; n = 20; SCZ: RasGRP1 mRNA: Pearson’s
r = −0.2589; p = 0.2844; RasGRP1 protein: Pearson’s r =−0.3574; p = 0.1218), (Figure 3a,b,e,f).
Likewise, no correlations were observed between RasGRP1 mRNA or protein levels with
PMI in the hippocampus of both groups (CTR: RasGRP1 mRNA: Pearson’s r = −0.04262;
p = 0.8666; RasGRP1 protein: Pearson’s r = −0.2086; p = 0.3775; SCZ: RasGRP1 mRNA:
Pearson’s r = 0.4042; p = 0.0861; RasGRP1 protein: Pearson’s r = −0.1671; p = 0.4812),
(Figure 3c,d,g,h).
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Figure 3. Lack of correlation between RasGRP1 mRNA and protein levels with age and PMI in the
hippocampus of schizophrenia patients. Analysis of correlation between age and mRNA and protein
levels of RasGRP1 in post-mortem hippocampus of (a,e) control subjects (CTR, RasGRP1 mRNA:
n = 18, RasGRP1 protein: n = 20) and (b,f) SCZ patients (SCZ, RasGRP1 mRNA: n = 19, RasGRP1
protein: n = 20). Analysis of correlation between PMI with mRNA and protein levels of RasGRP1
in DLPFC of (c,g) control subjects (CTR, RasGRP1 mRNA: n = 18, RasGRP1 protein: n = 20) and
(d,h) SCZ patients (SCZ, RasGRP1 mRNA: n = 19, RasGRP1 protein: n = 20).

3.4. Unaltered RasGRP1 mRNA and Protein Levels in the Hippocampus of Schizophrenia Patients

We evaluated RasGRP1 mRNA and protein levels in the hippocampus of SCZ patients
compared to control subjects. We did not find any significant difference in RasGRP1
transcript levels in SCZ patients compared to non-psychiatric individuals (p = 0.2720;
Unpaired t-test), (Figure 4a). Similarly, biochemical experiments failed to find a significant
difference of RasGRP1 protein levels between SCZ patients and control subjects (p = 0.1821;
Unpaired t-test) (Figure 4b).
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Figure 4. Unaltered RasGRP1 mRNA and protein levels in the hippocampus of schizophrenia pa-
tients. Expression levels of (a) RasGRP1 mRNA in the post-mortem hippocampus of SCZ-affected
patients (SCZ) (n = 19) and control subjects (CTRL) (n = 18). Quantification of western blot analysis of
(b) RasGRP1 protein levels in the total homogenates of post-mortem hippocampus of SCZ-affected
patients (SCZ) (n = 20) and control subjects (CTRL) (n = 20). The variations of RasGRP1 protein
levels in patients affected by SCZ are expressed as percentage (%) of the control subjects. All markers
were normalized to GAPDH for variations in loading and transfer; (c) representative images of im-
munoblots of RasGRP1 performed in the hippocampus of SCZ patients and control subjects. Each dot
represents value from a single subject. Unpaired t-test was performed in all analyses reported.
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3.5. Detection of RasGRP1 Protein Concentration in the Serum of Healthy Controls and
Schizophrenia Patients

Here, we determined serum levels of RasGRP1 by ELISA analysis in a group of SCZ
patients (n = 40) and control individuals (n = 39) (clinical and demographic characteristics
shown in Table 2). Possible confounding effect of age on RasGRP1 protein concentration
in serum was assessed by performing correlation analysis between age and RasGRP1
concentration of an independent cohort of SCZ patients and control subjects. We did not
find any significant correlation between RasGRP1 content and age in the control group
(Pearson’s r = −0.03983; p = 0.8097), (Figure 5a) and SCZ patients (Pearson’s r = −0.0762;
p = 0.6403) (Figure 5b). However, analysis showed a strong statistical trend (p = 0.0497,
Unpaired t-test; adjusted p = 0.050; multivariate logistic regression) indicating an increase of
RasGRP1 concentration in serum of SCZ patients compared to healthy controls (Figure 5c).
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4. Discussion

Different lines of research, including single gene and GWAS, co-expression, and path-
way analyses, along with pre-clinical studies converge on indicating RasGRP1 as a risk gene
for SCZ [16,23]. Consistent with this evidence, RasGRP1 modulates dopamine signaling
downstream of D1R activation via cAMP/PKA, mTOR/ERK pathways in the medium
spiny neurons of caudate putamen [22,24], as well as regulates synaptic plasticity in the
hippocampus [28]. Moreover, this protein also affects immune system processes [19,29] po-
tentially implicated in pathophysiology of SCZ [30]. In keeping with this, the RasGRP1 gene
has been recently indicated by genome wide investigation as a point of risk convergence
between SCZ and immune system diseases [16]. Based on this evidence, here we investi-
gated mRNA and protein levels of RasGRP1 in post-mortem DLPFC and hippocampus of
patients with SCZ and healthy controls. Furthermore, we measured RasGRP1 protein con-
centration in serum of an independent sample of patients with SCZ and healthy individuals.
Our results indicate abnormal greater transcript levels of RasGRP1 in the DLPFC of SCZ
patients compared to controls. Conversely, comparable protein levels in both hippocampus
and DLPFC of SCZ patients and controls. The enhanced RasGRP1 mRNA but not protein
levels in the DLPFC patients may indicate a tight translational control of RasGRP1, but
mechanisms are still unknown. Moreover, we document a negative correlation between
RasGRP1 and age selectively in DLPFC of SCZ patients. Furthermore, besides the brain,
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RasGRP1 is highly expressed in the blood cells, such as T-cells [31]. Interestingly, we found
that RasGRP1 protein concentration was significantly higher in serum of patients with SCZ
than healthy controls. Overall, we suggested RasGRP1 alteration in brain and in peripheral
districts of the body in patients with this mental illness. To our knowledge, this is the first
study that, although not providing any mechanistic insight into the role of RasGRP1 in
pathophysiology of SCZ, highlights a possible link between this protein and the neurobiol-
ogy subtending the disease. Recent findings have suggested a protein-protein interaction
of RasGRP1 with the GTPase [32], Ras homolog enriched in striatum (Rhes), which had
previously been implicated in SCZ [33,34] and whose prefrontal cortex expression is associ-
ated with phenotypes of relevance to the disorder [35]. Moreover, to further support the
involvement of RasGRP1 in psychiatric illness, pilot studies in lymphoblastoid cells have
indicated peripheral mRNA expression of RasGRP1 to be a promising biomarker of differ-
ent psychotic disorders, such as bipolar disorder [36], whose genetic background is largely
shared with SCZ [37]. Additionally, compelling investigations have indicated RasGRP1 as a
key molecule involved in peripheral immune processes of relevance to pathophysiology of
severe immune diseases, including RA [38]. Based on the evidence that RA has a different
incidence in patients with SCZ compared to the general population and shares a genetic
risk with SCZ, we cannot rule out a potential role of RasGRP1 as a vulnerability factor for
SCZ via its involvement in immune system. Intriguingly, some lines of research converge
on this view. The involvement of RasGRP1 expression in neuroinflammation is reported
to be regulated by the Transcription Factor NR4A2 (Nurr1), which is also implicated in
regulation of SCZ-risk gene co-expression in PFC [39]. Moreover, RasGRP1 is among genes
co-expressed in the PFC with genes contributing to risk for SCZ via ERK/mTOR signal-
ing [40]. These pathways also promote inflammatory and immune functions, which are
altered in SCZ [30,41]. Therefore, an increase in serum RasGRP1 may mirror inflammatory
conditions and immune response in SCZ patients.

Notably, our findings indicate that altered RasGRP1 transcript levels in SCZ are limited
to the DLPFC and not extended to the hippocampus. The exact reason of such an obser-
vation is not clear; it may indicate a potential cell/tissue-specific regulation of RasGRP1
gene expression in the brain. Previous reports have indicated RasGRP1 to be expressed in
different brain areas [22,42–44], including the hippocampus, where its mRNA expression
is implicated in synaptic plasticity, memory formation [43] and the cortex, where it is
upregulated in mice chronically exposed to stress [45], a condition that has previously been
associated with SCZ [46]. Nonetheless, further investigation into the differential role of
RasGRP1 in different areas of the brain in SCZ remains to be clarified.

It is possible that RasGRP1 expression changes in DLPFC of SCZ patients affect down-
stream clinical phenotypes. For example, such changes may support specific clinical
domains of the disorder, such as negative and cognitive symptoms, particularly implicating
the DLPFC but not the hippocampus, possibly via the dopamine D1 receptor. Notably, we
found that, in patients with SCZ, RasGRP1 protein expression in DLPFC is inversely
correlated with age. Again, the specific biological valence of this finding is not fully ap-
parent, but it is possible that the dysfunctional effect of RasGRP1 expression on DLPFC
phenotypes of SCZ is prominent at earlier stages of SCZ pathophysiology and become
progressively less important with aging. Further investigation is necessary in order to
ascertain this hypothesis.

This is an observational study, performed on a relatively small number of post-mortem
brain and blood samples and with relatively small effects detected in differences between
SCZ patients and controls post-mortem DLPFC and serum RasGRP1 levels, not providing
any replication of both post-mortem and in vivo results.

Therefore, our study provides very preliminary results on the topic and does not
indicate any conclusive mechanistic insights on the role of RasGRP1 in pathophysiology of
SCZ. We are also aware that the main limitation of our study is that our post-mortem brain
and serum samples had incomplete information about medication assumption in patients
with SCZ, thus not allowing for any result adjustment for this variable’s confounding effect.
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Nonetheless, while our results were corrected for a number of other potential confounders,
including age and gender, to our knowledge, this is the first work contemporaneously
exploring brain and peripheral blood expression of the RasGRP1 gene in SCZ. Our find-
ings strongly encourage further investigation in a larger cohort of patients from different
ethnicity in order to corroborate our preliminary evidence of a potential use of RasGRP1
protein level in the blood serum as a biomarker of SCZ.
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//www.mdpi.com/article/10.3390/biom12020328/s1, Table S1: Demographic characteristics, comor-
bidities, clinical diagnosis of each control subject and schizophrenia patient.

Author Contributions: Conceptualization, A.U.; methodology and data analysis, A.D.R., A.D.M.,
M.G., T.N., V.G., S.T. and R.M.; writing—original draft preparation, A.U. and A.R.; writing—review
and editing, S.S., F.E., A.B., A.R. and A.U.; funding acquisition, A.U.; share co-first authorship, A.D.R.
and A.D.M. All authors have read and agreed to the published version of the manuscript.

Funding: A.U. is supported by a grant from MIUR (Ministero dell’Istruzione, dell’Università e della
Ricerca, Progetto PRIN 2017—Project nr 2017M42834). A.U. and A.B. have been recipients of grants
from the Brain and Behavior Research Foundation (2013 NARSAD Independent Investigator Grant);
(2015 NARSAD Young Investigator Grant, to F.E.).

Institutional Review Board Statement: All human tissue collection and processing were carried out
under the regulations and licenses of the Human Tissue Authority and in accordance with the Human
Tissue Act of 2004.

Informed Consent Statement: All material has been collected from donors for or from whom a
written informed consent was obtained.

Data Availability Statement: The data that support the findings of this study are available from the
corresponding author upon reasonable request.

Acknowledgments: Tissue specimens were obtained from the Human Brain and Spinal Fluid Re-
source Center, VA West Los Angeles Healthcare Center, Los Angeles, CA 90073, which is sponsored
by NINDS/NIMH, National Multiple Sclerosis Society, and Department of Veterans Affairs.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Marder, S.R.; Galderisi, S. The current conceptualization of negative symptoms in schizophrenia. World Psychiatry 2017, 16, 14–24.

[CrossRef]
2. Howes, O.D.; McCutcheon, R.; Owen, M.J.; Murray, R. The Role of Genes, Stress, and Dopamine in the Development of

Schizophrenia. Biol. Psychiatry 2017, 81, 9–20. [CrossRef] [PubMed]
3. Conn, K.-A.; Burne, T.; Kesby, J.P. Subcortical Dopamine and Cognition in Schizophrenia: Looking Beyond Psychosis in Preclinical

Models. Front. Neurosci. 2020, 14, 542. [CrossRef] [PubMed]
4. O’Connor, W.T.; O’Shea, S.D. Clozapine and GABA transmission in schizophrenia disease models: Establishing principles to

guide treatments. Pharmacol. Ther. 2015, 150, 47–80. [CrossRef] [PubMed]
5. Uno, Y.; Coyle, J.T. Glutamate hypothesis in schizophrenia. Psychiatry Clin. Neurosci. 2019, 73, 204–215. [CrossRef] [PubMed]
6. Iqbal, N.; van Praag, H.M. The role of serotonin in schizophrenia. Eur. Neuropsychopharmacol. 1995, 5, 11–23. [CrossRef]
7. Di Maio, A.; De Rosa, A.; Pelucchi, S.; Garofalo, M.; Marciano, B.; Nuzzo, T.; Gardoni, F.; Isidori, A.M.; Di Luca, M.; Errico, F.; et al.

Analysis of mRNA and Protein Levels of CAP2, DLG1 and ADAM10 Genes in Post-Mortem Brain of Schizophrenia, Parkinson’s
and Alzheimer’s Disease Patients. Int. J. Mol. Sci. 2022, 23, 1539. [CrossRef]

8. De Rosa, A.; Fontana, A.; Nuzzo, T.; Garofalo, M.; Di Maio, A.; Punzo, D.; Copetti, M.; Bertolino, A.; Errico, F.; Rampino, A.;
et al. Machine Learning algorithm unveils glutamatergic alterations in the post-mortem schizophrenia brain. NPJ Schizophrenia.
in press.

9. Irish Schizophrenia Genomics Consortium; Wellcome Trust Case Control Consortium. Genome-wide association study implicates
HLA-C*01:02 as a risk factor at the major histocompatibility complex locus in schizophrenia. Biol. Psychiatry 2012, 72, 620–628.
[CrossRef]

10. Müller, N.; Schwarz, M.J. Immune System and Schizophrenia. Curr. Immunol. Rev. 2010, 6, 213–220. [CrossRef]
11. Davies, C.; Segre, G.; Estradé, A.; Radua, J.; De Micheli, A.; Provenzani, U.; Oliver, D.; de Pablo, G.S.; Ramella-Cravaro, V.;

Besozzi, M.; et al. Prenatal and perinatal risk and protective factors for psychosis: A systematic review and meta-analysis. Lancet
Psychiatry 2020, 7, 399–410. [CrossRef]

https://www.mdpi.com/article/10.3390/biom12020328/s1
https://www.mdpi.com/article/10.3390/biom12020328/s1
http://doi.org/10.1002/wps.20385
http://doi.org/10.1016/j.biopsych.2016.07.014
http://www.ncbi.nlm.nih.gov/pubmed/27720198
http://doi.org/10.3389/fnins.2020.00542
http://www.ncbi.nlm.nih.gov/pubmed/32655348
http://doi.org/10.1016/j.pharmthera.2015.01.005
http://www.ncbi.nlm.nih.gov/pubmed/25585121
http://doi.org/10.1111/pcn.12823
http://www.ncbi.nlm.nih.gov/pubmed/30666759
http://doi.org/10.1016/0924-977X(95)00027-M
http://doi.org/10.3390/ijms23031539
http://doi.org/10.1016/j.biopsych.2012.05.035
http://doi.org/10.2174/157339510791823673
http://doi.org/10.1016/S2215-0366(20)30057-2


Biomolecules 2022, 12, 328 11 of 12

12. Kinney, D.K.; Hintz, K.; Shearer, E.M.; Barch, D.H.; Riffin, C.; Whitley, K.; Butler, R. A unifying hypothesis of schizophrenia:
Abnormal immune system development may help explain roles of prenatal hazards, post-pubertal onset, stress, genes, climate,
infections, and brain dysfunction. Med. Hypotheses 2010, 74, 555–563. [CrossRef] [PubMed]

13. Woo, J.; Pouget, J.G.; Zai, C.C.; Kennedy, J.L. The complement system in schizophrenia: Where are we now and what’s next? Mol.
Psychiatry 2020, 25, 114–130. [CrossRef] [PubMed]

14. Wang, Q.; Yang, C.; Gelernter, J.; Zhao, H. Pervasive pleiotropy between psychiatric disorders and immune disorders revealed by
integrative analysis of multiple GWAS. Qual. Life Res. 2015, 134, 1195–1209. [CrossRef] [PubMed]

15. Bos, J.L.; Rehmann, H.; Wittinghofer, A. GEFs and GAPs: Critical Elements in the Control of Small G Proteins. Cell 2007, 129,
865–877. [CrossRef] [PubMed]

16. Zamanpoor, M.; Ghaedi, H.; Omrani, M.D. The genetic basis for the inverse relationship between rheumatoid arthritis and
schizophrenia. Mol. Genet. Genomic Med. 2020, 8, 1483. [CrossRef] [PubMed]

17. Wen, Z.; Yun, G.; Hebert, A.; Kong, G.; Ranheim, E.A.; Finn, R.; Rajagoplan, A.; Li, S.; Zhou, Y.; Yu, M.; et al. NrasQ61R/+ and
Kras−/− cooperate to downregulate Rasgrp1 and promote lympho-myeloid leukemia in early T-cell precursors. Blood 2021, 137,
3259–3271. [CrossRef] [PubMed]

18. Kono, M.; Kurita, T.; Yasuda, S.; Fujieda, Y.; Bohgaki, T.; Katsuyama, T.; Tsokos, G.C.; Moulton, V.R.; Atsumi, T. Decreased
Expression of Serine/Arginine-Rich Splicing Factor 1 in T Cells From Patients With Active Systemic Lupus Erythematosus
Accounts for Reduced Expression of RasGRP1 and DNA Methyltransferase 1. Arthritis Rheumatol. 2018, 70, 2046–2056. [CrossRef]

19. Hartzell, C.; Ksionda, O.; Lemmens, E.; Coakley, K.; Yang, M.; Dail, M.; Harvey, R.C.; Govern, C.; Bakker, J.; Lenstra, T.L.; et al.
Dysregulated RasGRP1 Responds to Cytokine Receptor Input in T Cell Leukemogenesis. Sci. Signal. 2013, 6, ra21. [CrossRef]

20. Somekh, I.; Marquardt, B.; Liu, Y.; Rohlfs, M.; Hollizeck, S.; Karakukcu, M.; Unal, E.; Yilmaz, E.; Patiroglu, T.; Cansever, M.; et al.
Correction to: Novel Mutations in RASGRP1 Are Associated with Immunodeficiency, Immune Dysregulation, and EBV-Induced
Lymphoma. J. Clin. Immunol. 2018, 38, 711. [CrossRef]

21. Nagai, T.; Takuma, K.; Kamei, H.; Ito, Y.; Nakamichi, N.; Ibi, D.; Nakanishi, Y.; Murai, M.; Mizoguchi, H.; Nabeshima, T.; et al.
Dopamine D1 receptors regulate protein synthesis-dependent long-term recognition memory via extracellular signal-regulated
kinase 1/2 in the prefrontal cortex. Learn. Mem. 2007, 14, 117–125. [CrossRef] [PubMed]

22. Eshraghi, M.; Ramírez-Jarquín, U.N.; Shahani, N.; Nuzzo, T.; De Rosa, A.; Swarnkar, S.; Galli, N.; Rivera, O.; Tsaprailis, G.;
Scharager-Tapia, C.; et al. RasGRP1 is a causal factor in the development of L-DOPA–induced dyskinesia in Parkinson’s disease.
Sci. Adv. 2020, 6, eaaz7001. [CrossRef] [PubMed]

23. Radulescu, E.; Jaffe, A.E.; Straub, R.E.; Chen, Q.; Shin, J.H.; Hyde, T.M.; Kleinman, J.E.; Weinberger, D.R. Identification and
prioritization of gene sets associated with schizophrenia risk by co-expression network analysis in human brain. Mol. Psychiatry
2018, 25, 791–804. [CrossRef] [PubMed]

24. Crittenden, J.R.; Zhai, S.; Sauvage, M.; Kitsukawa, T.; Burguiere, E.; Thomsen, M.; Zhang, H.; Costa, C.; Martella, G.; Ghiglieri,
V.; et al. CalDAG-GEFI mediates striatal cholinergic modulation of dendritic excitability, synaptic plasticity and psychomotor
behaviors. Neurobiol. Dis. 2021, 158, 105473. [CrossRef]

25. Querques, G.; Souied, E.H. Vascularized Drusen: Slowly Progressive Type 1 Neovascularization Mimicking Drusenoid Retinal
Pigment Epithelium Elevation. Retina 2015, 35, 2433–2439. [CrossRef]

26. Agilent, version 2100; Agilent Expert Bioanalyzer Software: Santa Clara, CA, USA, 2019.
27. Bio-Rad, version 3.20; Experion Software: Hercules, CA, USA, 2017.
28. Pierret, P.; Vallée, A.; Mechawar, N.; Dower, N.; Stone, J.; Richardson, P.; Dunn, R. Cellular and subcellular localization of Ras

guanyl nucleotide-releasing protein in the rat hippocampus. Neuroscience 2001, 108, 381–390. [CrossRef]
29. Daley, S.R.; Coakley, K.M.; Hu, D.Y.; Randall, K.L.; Jenne, C.N.; Limnander, A.; Myers, D.R.; Polakos, N.K.; Enders, A.; Roots,

C.; et al. Rasgrp1 mutation increases naive T-cell CD44 expression and drives mTOR-dependent accumulation of Helios+ T cells
and autoantibodies. Elife 2013, 2, e01020. [CrossRef]

30. Khandaker, G.M.; Cousins, L.; Deakin, J.; Lennox, B.; Yolken, R.; Jones, P. Inflammation and immunity in schizophrenia:
Implications for pathophysiology and treatment. Lancet Psychiatry 2015, 2, 258–270. [CrossRef]

31. Dower, N.A.; Stang, S.L.; Bottorff, D.A.; Ebinu, J.O.; Dickie, P.; Ostergaard, H.L.; Stone, J.C. RasGRP is essential for mouse
thymocyte differentiation and TCR signaling. Nat. Immunol. 2000, 1, 317–321. [CrossRef]

32. Shahani, N.; Swarnkar, S.; Giovinazzo, V.; Morgenweck, J.; Bohn, L.M.; Scharager-Tapia, C.; Pascal, B.; Martinez-Acedo, P.;
Khare, K.; Subramaniam, S. RasGRP1 promotes amphetamine-induced motor behavior through a Rhes interaction network
(“Rhesactome”) in the striatum. Sci. Signal. 2016, 9, ra111. [CrossRef]

33. Liu, Y.-L.; Fann, C.S.-J.; Liu, C.-M.; Chen, W.J.; Wu, J.-Y.; Hung, S.-I.; Chen, C.-H.; Jou, Y.-S.; Liu, S.-K.; Hwang, T.-J.; et al. RASD2,
MYH9, and CACNG2 Genes at Chromosome 22q12 Associated with the Subgroup of Schizophrenia with Non-Deficit in Sustained
Attention and Executive Function. Biol. Psychiatry 2008, 64, 789–796. [CrossRef] [PubMed]

34. Napolitano, F.; D’Angelo, L.; de Girolamo, P.; Avallone, L.; de Lange, P.; Usiello, A. The Thyroid Hormone-target Gene Rhes a
Novel Crossroad for Neurological and Psychiatric Disorders: New Insights from Animal Models. Neurosci. 2018, 384, 419–428.
[CrossRef] [PubMed]

35. Vitucci, D.; Di Giorgio, A.; Napolitano, F.; Pelosi, B.; Blasi, G.; Errico, F.; Attrotto, M.T.; Gelao, B.; Fazio, L.; Taurisano, P.; et al.
Rasd2 Modulates Prefronto-Striatal Phenotypes in Humans and ‘Schizophrenia-Like Behaviors’ in Mice. Neuropsychopharmacology
2015, 41, 916–927. [CrossRef] [PubMed]

http://doi.org/10.1016/j.mehy.2009.09.040
http://www.ncbi.nlm.nih.gov/pubmed/19836903
http://doi.org/10.1038/s41380-019-0479-0
http://www.ncbi.nlm.nih.gov/pubmed/31439935
http://doi.org/10.1007/s00439-015-1596-8
http://www.ncbi.nlm.nih.gov/pubmed/26340901
http://doi.org/10.1016/j.cell.2007.05.018
http://www.ncbi.nlm.nih.gov/pubmed/17540168
http://doi.org/10.1002/mgg3.1483
http://www.ncbi.nlm.nih.gov/pubmed/32965087
http://doi.org/10.1182/blood.2020009082
http://www.ncbi.nlm.nih.gov/pubmed/33512434
http://doi.org/10.1002/art.40585
http://doi.org/10.1126/scisignal.2003848
http://doi.org/10.1007/s10875-018-0541-8
http://doi.org/10.1101/lm.461407
http://www.ncbi.nlm.nih.gov/pubmed/17337702
http://doi.org/10.1126/sciadv.aaz7001
http://www.ncbi.nlm.nih.gov/pubmed/32426479
http://doi.org/10.1038/s41380-018-0304-1
http://www.ncbi.nlm.nih.gov/pubmed/30478419
http://doi.org/10.1016/j.nbd.2021.105473
http://doi.org/10.1097/IAE.0000000000000761
http://doi.org/10.1016/S0306-4522(01)00429-8
http://doi.org/10.7554/eLife.01020
http://doi.org/10.1016/S2215-0366(14)00122-9
http://doi.org/10.1038/79766
http://doi.org/10.1126/scisignal.aaf6670
http://doi.org/10.1016/j.biopsych.2008.04.035
http://www.ncbi.nlm.nih.gov/pubmed/18571626
http://doi.org/10.1016/j.neuroscience.2018.05.027
http://www.ncbi.nlm.nih.gov/pubmed/29857029
http://doi.org/10.1038/npp.2015.228
http://www.ncbi.nlm.nih.gov/pubmed/26228524


Biomolecules 2022, 12, 328 12 of 12

36. Kato, T.; Hayashi-Takagi, A.; Toyota, T.; Yoshikawa, T.; Iwamoto, K. Gene expression analysis in lymphoblastoid cells as a
potential biomarker of bipolar disorder. J. Hum. Genet. 2011, 56, 779–783. [CrossRef] [PubMed]

37. Cross-Disorder Group of the Psychiatric Genomics Consortium. Identification of risk loci with shared effects on five major
psychiatric disorders: A genome-wide analysis. Lancet 2013, 381, 1371–1379. [CrossRef]

38. Golinski, M.L.; Vandhuick, T.; Derambure, C.; Freret, M.; Lecuyer, M.; Guillou, C.; Hiron, M.; Boyer, O.; le Loet, X.; Vittecoq,
O.; et al. Dysregulation of RasGRP1 in rheumatoid arthritis and modulation of RasGRP3 as a biomarker of TNFalpha inhibitors.
Arthritis Res. Ther. 2015, 17, 382. [CrossRef]

39. Torretta, S.; Rampino, A.; Basso, M.; Pergola, G.; Di Carlo, P.; Shin, J.H.; Kleinman, J.E.; Hyde, T.M.; Weinberger, D.R.; Masellis,
R.; et al. NURR1 and ERR1 Modulate the Expression of Genes of a DRD2 Coexpression Network Enriched for Schizophrenia Risk.
J. Neurosci. 2019, 40, 932–941. [CrossRef]

40. Dadalko, O.I.; Siuta, M.; Poe, A.; Erreger, K.; Matthies, H.J.; Niswender, K.; Galli, A. mTORC2/rictor signaling disrupts
dopamine-dependent behaviors via defects in striatal dopamine neurotransmission. J. Neurosci. 2015, 35, 8843–8854. [CrossRef]

41. Kawasaki, H.; Springett, G.M.; Toki, S.; Canales, J.J.; Harlan, P.; Blumenstiel, J.; Chen, E.J.; Bany, I.A.; Mochizuki, N.; Ashbacher,
A.; et al. A Rap guanine nucleotide exchange factor enriched highly in the basal ganglia. Proc. Natl. Acad. Sci. USA 1998, 95,
13278–13283. [CrossRef]

42. Ebinu, J.O.; Bottorff, D.A.; Chan, E.Y.W.; Stang, S.L.; Dunn, R.J.; Stone, J.C. RasGRP, a Ras Guanyl Nucleotide- Releasing Protein
with Calcium- and Diacylglycerol-Binding Motifs. Science 1998, 280, 1082–1086. [CrossRef]

43. Haberman, R.P.; Lee, H.J.; Colantuoni, C.; Koh, M.T.; Gallagher, M. Rapid encoding of new information alters the profile of
plasticity-related mRNA transcripts in the hippocampal CA3 region. Proc. Natl. Acad. Sci. USA 2008, 105, 10601–10606. [CrossRef]
[PubMed]

44. Pierret, P.; Dunn, R.; Djordjevic, B.; Stone, J.; Richardson, P. Distribution of ras guanyl releasing protein (RasGRP) mRNA in the
adult rat central nervous system. J. Neurocytol. 2000, 29, 485–497. [CrossRef] [PubMed]

45. Lisowski, P.; Wieczorek, M.; Goscik, J.; Juszczak, G.; Stankiewicz, A.; Zwierzchowski, L.; Swiergiel, A.H. Effects of Chronic
Stress on Prefrontal Cortex Transcriptome in Mice Displaying Different Genetic Backgrounds. J. Mol. Neurosci. 2013, 50, 33–57.
[CrossRef] [PubMed]

46. Pries, L.-K.; Van Os, J.; Have, M.T.; De Graaf, R.; Van Dorsselaer, S.; Bak, M.; Lin, B.D.; Van Eijk, K.R.; Kenis, G.; Richards, A.; et al.
Association of Recent Stressful Life Events with Mental and Physical Health in the Context of Genomic and Exposomic Liability
for Schizophrenia. JAMA Psychiatry 2020, 77, 1296. [CrossRef]

http://doi.org/10.1038/jhg.2011.101
http://www.ncbi.nlm.nih.gov/pubmed/21866111
http://doi.org/10.1016/S0140-6736(12)62129-1
http://doi.org/10.1186/s13075-015-0894-9
http://doi.org/10.1523/JNEUROSCI.0786-19.2019
http://doi.org/10.1523/JNEUROSCI.0887-15.2015
http://doi.org/10.1073/pnas.95.22.13278
http://doi.org/10.1126/science.280.5366.1082
http://doi.org/10.1073/pnas.0804292105
http://www.ncbi.nlm.nih.gov/pubmed/18650386
http://doi.org/10.1023/A:1007245728751
http://www.ncbi.nlm.nih.gov/pubmed/11279364
http://doi.org/10.1007/s12031-012-9850-1
http://www.ncbi.nlm.nih.gov/pubmed/22836882
http://doi.org/10.1001/jamapsychiatry.2020.2304

	Introduction 
	Materials and Methods 
	Human Post-Mortem Tissue Collection 
	RNA Extraction and Quantitative RT-PCR Analysis 
	Western Blotting 
	Human Patient and Control Serum Collection 
	Enzyme Linked Immunosorbent Assay (ELISA) 
	Statistical Analysis 

	Results 
	RasGRP1 Protein Levels Negatively Correlate with Age in the DLPFC of Schizophrenia Patients 
	Increased RasGRP1 mRNA Levels in the DLPFC of Patients with SCZ 
	Lack of Correlation between RasGRP1 mRNA and Protein Levels with Age and PMI in the Hippocampus of Schizophrenia Patients 
	Unaltered RasGRP1 mRNA and Protein Levels in the Hippocampus of Schizophrenia Patients 
	Detection of RasGRP1 Protein Concentration in the Serum of Healthy Controls and Schizophrenia Patients 

	Discussion 
	References

