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Abstract: Due to the increasing number of progressive dementias in the population, numerous studies
are being conducted that seek to determine risk factors, biomarkers and pathological mechanisms
that could help to differentiate between normal symptoms of aging, mild cognitive impairment
(MCI) and dementia. The aim of this study was to investigate the possible association of levels of
BDNF and COMT gene expression and methylation in peripheral blood cells with the development
of Alzheimer’s disease (AD). Our results revealed higher expression levels of BDNF (p < 0.001) in
MCI subjects compared to individuals diagnosed with AD. However, no difference in COMT gene
expression (p = 0.366) was detected. DNA methylation of the CpG islands and other sequences
with potential effects on gene expression regulation revealed just one region (BDNF_9) in the BDNF
gene (p = 0.078) with marginally lower levels of methylation in the AD compared to MCI subjects.
Here, we show that the level of BDNF expression in the periphery is decreased in subjects with AD
compared to individuals with MCI. The combined results from the gene expression analysis and
DNA methylation analysis point to the potential of BDNF as a marker that could help distinguish
between MCI and AD patients.

Keywords: epigenetics; DNA methylation; gene expression; dementia; Alzheimer’s dementia; brain-
derived neurotrophic factor; BDNF; catechol-o-methyltransferase; COMT; cognitive impairment

1. Introduction

Alzheimer’s disease (AD) is a progressive neurodegenerative disease characterized
by memory loss and cognitive dysfunction. AD is the most common type of dementia
and there are around five million new cases of AD every year [1]. Since the occurrence
of AD is strongly associated with age, the disease burden is expected to increase with the
aging of populations and increased life expectancy [2]. There are two subtypes of AD. The
hereditary form or early onset AD is characterized by onset of the disease before the age
of 65, while the late onset or sporadic form of the disease occurs after the age of 65 and is
the most prevalent type of AD [3,4]. The prodromal phase of neurodegenerative diseases
consists of the insufficient recovery of neurons, coupled with an increase in inflammatory
cytokines and neuronal damage, leading to decreased resistance of neuroplasticity in
neurodegenerative diseases [5,6]. During the course of AD, different brain regions are
affected. AD-associated changes usually form first in the hippocampus and later spread
to other brain regions [7,8]. Associated with the hippocampus and also implicated in AD
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neuropathology are the prefrontal cortex and amygdala; these are brain regions highly
involved in learning, memory formation, cognition and fear processing and conditioning [9].
Similar brain regions are involved in depressive states, which are often closely related
to AD, although the question remains unanswered as to whether depression is merely
a risk factor for AD or part of the prodromal stage. Both depression and AD have in
common the increase in inflammatory cytokines, which could explain the disturbances in
the neurotransmitter systems in depression, whereas in AD, inflammatory cytokines could
affect the function of microglial cells and amyloid peptide metabolism enzymes [6].

The characteristic neuropathological hallmarks of AD are the accumulation of beta-amyloid
and the generation of senile plaques, along with the formation of neurofibrillary tangles due to
hyperphosphorylation of the tau protein, resulting in the loss of synapses [10,11]. These changes
are accompanied by neuronal death and damage to brain tissue. Other changes include dys-
regulated serotonin and dopamine neurotransmission, imbalance of the enzymes involved
in the generation and removal of reactive oxygen species, a reduction in cholinergic function
and changes in neurotrophic factors, such as brain-derived neurotrophic factor (BDNF) [12].
In recent years, mitochondria have gained importance in the etiology of various biological
conditions. While mitochondrial alterations are part of the normal aging process, there
is increasing evidence that mitochondria are involved in neurodegeneration as they are
crucial to the normal neurotransmission activity of neurons [13]. Mitochondria are an
important source of reactive oxygen species that, in conjunction with impaired antioxidant
defense systems, can lead to the formation of oxidative stress. Both mitochondrial structure
and function appear to be affected in AD, possibly due to oxidative stress. Free radicals
could affect the activity of enzymes involved in amyloid β formation [14]. Additional mito-
chondrial dysfunction has been shown to be associated with AD, with studies examining
genetic variations and epigenetic mechanisms in mitochondrial DNA [15], as well as its
involvement in metabolic pathways such as tryptophan–kynurenine metabolism [13]. AD
is a multifactorial disease where genetic, environmental and behavioral factors play an im-
portant role, and some of the risk factors include aging, brain trauma, neuroinflammation
and oxidative stress [16,17]. There are numerous genes that have been investigated for their
association with AD, but the research results for the majority of these genes are inconsistent.
The only gene that is currently being used for predicting the possibility of the development
of AD is apolipoprotein E (ApoE). Other gene candidates possibly associated with the
development of AD are the genes coding for the amyloid precursor protein, presenilin-1
and presenilin-2; genes involved in neurotransmission systems such as genes coding for
BDNF; catechol-o-methyltransferase (COMT); serotonin transporter; and dopaminergic
receptors [18,19].

BDNF belongs to the family of proteins that promote neuronal survival, development
and function. It is involved in neurogenesis, neurotransmission, proliferation, regeneration,
the promotion of synaptic growth and the modulation of synaptic plasticity [20]. BDNF
plays an important role in modulating cognition, learning and memory. It is highly ex-
pressed and distributed throughout the central nervous system (CNS), especially in the
hippocampal area and cerebral cortex [21], and it is essential in the survival and function
of hippocampal, cortical, cholinergic and dopaminergic neurons [22–24]. Therefore, it has
been suggested that BDNF could be associated with the etiopathogenesis of various brain
disorders including schizophrenia, depression, addiction, eating disorders, post-traumatic
stress disorder and neurodegenerative disorders, such as AD [20,25,26]. Decreased mRNA
levels of BDNF were reported in postmortem brain samples, as were changes in BDNF/TrkB
signaling, which indicates the impairment of BDNF and its receptor, TrkB, in AD [27]. Ad-
ditionally, decreased protein levels of BDNF were found in the hippocampal and cortical
areas of AD brains [28,29]. In patients with AD, significantly lower serum and cerebrospinal
fluid concentrations of BDNF were reported [30,31]. A reduction in BDNF was associated
with neuroinflammation, the accumulation of beta-amyloid protein, tau phosphorylation
and neuronal apoptosis [32]. Interestingly, it has been shown that BDNF overexpression
alleviates neuronal loss, synaptic degradation and behavioral deficits [33]. In addition,
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higher levels of BDNF have been correlated with better cognitive function in AD [34]. These
findings suggest that BDNF has a role in the etiology of AD, and thus, has the potential to
be considered as a biomarker for the early detection of AD.

COMT acts as a key mediator in various brain functions and has a prominent role
in catecholamine metabolism [35], with a central role in dopamine degradation in the
prefrontal cortex [36]. COMT regulates dopamine prefrontal levels and its altered activity
has been associated with different brain disorders and cognitive dysfunction [37]. It is
widely expressed in the CNS and in the periphery (lungs, liver, kidney and intestines).
Genetic variants of COMT influence cognitive functions, in particular, working memory,
learning processes, emotional regulation [38,39], cognitive control and intelligence [40].
There are several functional polymorphisms of the COMT gene, but the most commonly
investigated is a G/A substitution, which results in a change in amino acid from Valine
(Val or G) to Methionine (Met or A) (Val158/108Met (rs4680) polymorphism) [41]. The Met
allele is associated with low enzymatic activity, whereas the Val allele is associated with
higher activity. Because of its lower activity, studies report that the Met variant is associated
with increased dopaminergic stimulation of postsynaptic neurons in the prefrontal cor-
tex [42]. Therefore, Val158/108Met polymorphism affects enzyme activity and modulates
dopamine signaling in the prefrontal cortex and it is associated with impairments in cogni-
tive processes. Different studies have reported mixed findings regarding the relationship
between Val158/108Met polymorphism and the risk of developing AD. Therefore, a better
understanding of the role of COMT in cognitive processes could improve the development
of potential therapeutic strategies for patients with AD and other brain disorders.

The aim of this study was to determine the potential epigenetic modifications and
mRNA expression levels of BDNF and COMT at the periphery and to determine combi-
nations of biomarkers that would yield the largest predictive values for differentiation
between patients with AD and MCI. These results could lead to the introduction of poten-
tial new biomarkers in diagnostic procedures in clinical practice and might improve the
treatment of patients with AD and MCI.

2. Materials and Methods
2.1. Participants

A total of 248 subjects (90 males) were included in the study and divided, according
to diagnosis, into subjects with AD (n = 162) and subjects with MCI (n = 86). Out of
248 subjects, 160 of them (40.0% men) were included in the expression analysis study, 74
of which had AD and 86 of which had been diagnosed with MCI. All participants were
recruited from the Psychiatric Clinic of Vrapce, Zagreb, Croatia.

The diagnosis of AD and MCI was based on DSM-5 [43] criteria and the criteria of the
National Institute of Neurological and Communication Disorders and Stroke, which is part
of the American National Institute of Health (NINCDS-ADRDA; the National Institute of
Neurological and Disorders and Stroke and the Alzheimer’s Disease and Related Disorders
Association). The age of onset for patients with AD was 66.8 ± 9.9 years, and for MCI
subjects, 63.0 ± 10.6 years. The duration of disease was 2.5 ± 1.8 years for AD and
2.1 ± 1.5 years for MCI. The cognitive abilities of all participants were evaluated using a
Mini-Mental State Examination (MMSE) [44,45] and a Clock Drawing Test (CDT) [46,47].

The inclusion criteria were as follows: in- and out-patients who had signed informed
written consent, and subjects who had not previously taken any antidementia drugs and
were not related to each other. All subjects diagnosed with vascular or mixed dementia,
tumors or inflammatory diseases of the central nervous system, brain trauma, systemic
metabolic diseases or other psychiatric or neurological diseases (e.g., Huntington’s disease
or frontotemporal dementia) were excluded from the mentioned research.

The study was carried out in line with the Declaration of Helsinki [48] and approved
by the Ethics Committee of the Psychiatry Clinic of Vrapce, Zagreb, Croatia. The study
procedures were explained in detail to the patients with AD and subjects with MCI and
their caregivers. All participants signed informed consent prior to participating in the study.
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2.2. Gene Expression
2.2.1. Blood Sample Collection

Whole blood samples (8.5 mL) were collected at 8 a.m., following an overnight fast,
in yellow-top BD Vacutainer™ tubes with 1.5 mL of acid citrate dextrose anticoagulant.
Sampling was performed during routine laboratory visits.

Centrifugation (3 min, 1100× g) was used to separate the plasma from the whole blood
sample and the remaining part of the blood sample was used for the isolation of total RNA
and DNA.

2.2.2. RNA Isolation and Reverse Transcription

RNA extraction was performed using the PureLink RNA Mini Kit (Thermo Fisher
Scientific, Life Technologies, Waltham, MA, USA) and random hexamers according to the
manufacturer’s instructions. The quantity and quality of the RNA samples were determined
using a NanoPhotometer® C40 (Implen, München, GermanyUSA). Total RNA (500 ng/20 µL)
was transcribed into complementary DNA (cDNA) using a RevertAid First Strand cDNA
Synthesis Kit (Thermo Fisher Scientific, Life Technologies, Waltham, MA, USA) according to
the manufacturer’s protocols. The reaction parameters were: 25 ◦C for 5 min, 60 ◦C for
60 min and 70 ◦C for 5 min. The cDNA samples were stored at −80 ◦C until real-time PCR
analysis was performed.

2.2.3. Real-Time PCR Analysis

The gene expression, for both BDNF and COMT, was determined using the ABI
7300 Real-Time PCR System (Applied Biosystems, Foster City, CA, USA) using TaqMan
Gene Expression Assays—Hs02718934_s1 for BDNF and Hs00241349_m1 for COMT (Ap-
plied Biosystems, Foster City, CA, USA). The glyceraldehyde-3-phosphate dehydrogenase
(GADPH) gene was used as a housekeeping gene to normalize the expression of targeted
genes (Hs00266705_g1). The amplification reactions were performed in triplicate. After
the initial denaturation at 95 ◦C for 10 min, 50 cycles of 95 ◦C for 15s and 60 ◦C for 1 min
followed. Cycle threshold (Ct) values were determined using SDS software v1.3 (Applied
Biosystems, Foster City, CA, USA).

2.2.4. Statistical Analysis

The results were evaluated using Sigma Stat 3.5 (Jandel Scientific Corp., San Jose, CA,
USA). A Kolmogorov–Smirnov test was used to evaluate the normality of data distribution.
Due to the non-normal distribution of the analyzed variables, non-parametric tests were
applied and the results were expressed as the median and range (min-max). A comparison
between the groups was performed using a Mann–Whitney U test, and the correlation
was evaluated using Spearman’s correlation coefficient. All tests were two-tailed, and α

was set at 0.05. G∗Power 3 Software [49] was used to calculate the needed sample size
and statistical power. With the expected effect size = 0.50 and statistical power set to 0.85,
the required sample size was n = 154 for the Mann–Whitney U test and n=150 for the
correlation. Our study included a total of 160 subjects, which is above the sample size
needed to detect differences between groups.

2.3. DNA Methylation
2.3.1. DNA Isolation and Bisulfite Conversion

The extraction of genomic DNA was carried out using the PureLink™ Genomic DNA
Mini Kit (Invitrogen, Carlsbad, CA, USA) according to the manufacturer’s protocol. The
DNA samples were stored at −20 ◦C at the Ruder Boskovic Institute (RBI) until further
analysis. Bisulfite conversion was performed on 800 ng of DNA using an EpiTect Fast
Bisulfite Kit (Qiagen, Venlo, The Netherlands) as per the manufacturer’s protocol.
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2.3.2. Primer Design

CpG island (CGI) sequences of the BDNF and COMT genes with additional 500-
base-pair flanking regions upstream and downstream of the CGI were obtained from the
UCSC genome browser (Homo sapiens version hg19, http://genome.ucsc.edu/ (accessed
on 26.03.2019)) [50]. For primer design, Methyl Primer Express (v1.0, https://resource.
thermofisher.com/page/WE28396_2/ (accessed on 27 March 2019)) was used. Primer pairs
were designed to amplify approximately 300-base-pair-long regions. For the BDNF gene,
the CGIs in the promoter region or the first and fourth exon were interrogated. For the
COMT gene, the GCI around promotor 2 was analyzed, as were two regions outside the
GCI but with a potential impact on gene expression: the region around promotor 1 and the
region around the single-nucleotide polymorphism rs4680.

The specificity and properties of the designed primers were determined using BiSearch
(v2.63, http://bisearch.enzim.hu/ (accessed on 10 May 2019)) and IDT oligo analyzer
(https://eu.idtdna.com/pages/tools/oligoanalyzer (accessed on 10 May 2019)). To the
DNA-sequence-specific primer, the Illumina adapter overhang sequences were added to
the 5′ end. The amplicon positions and lengths and the number of CpGs are listed in
Table 1.

Table 1. The amplicon positions and lengths and the number of CpGs for the BDNF and COMT
genes.

Amplicon
Position (Reference
Genome Build hg19,

Strand)

Target Amplicon Length
(bp) *

Number of Interrogated
CpGs

COMT_1 chr22:19951071-19951343 273 14
COMT_2 chr22:19929042-19929349 308 36
COMT_4 chr22:19950002-19950320 319 13
BDNF_1 chr11:27744260-27744605 (-) 346 22
BDNF_2 chr11:27743702-27743960 (-) 259 10
BDNF_3 chr11:27743454-27743762 (-) 309 20
BDNF_4 chr11:27741988-27742250 (-) 263 13
BDNF_5 chr11:27740916-27741131 (-) 216 16
BDNF_6 chr11:27740607-27740901 (-) 295 30
BDNF_7 chr11:27721638-27721854 (-) 217 19
BDNF_8 chr11:27722466-27722696 (-) 231 13
BDNF_9 chr11:27722209-27722487 (-) 279 23

* Target amplicon length without Illumina adapter overhang sequences at 5′ end of forward and reverse primers.

2.3.3. Amplicon Generation and Sequencing

The amplicon library was prepared according to the Illumina 16S protocol with some
modifications [51]. The amplification of target sequences was performed with two rounds
of PCR. In the first round, the target sequences were generated (complete primer pair
sequences in Supplementary Table S1). The PCR reactions were carried out in 25 µL
reactions, composed of 12.5 µL of KAPA HiFi HotStart Uracil+ ReadyMix (Roche, KAPA
Biosystems Ltd, Cape Town, South Africa), 1 µM of primers and 20 ng of DNA. The PCR
protocol consisted of activation for 5 min at 95 ◦C and 35 cycles of amplification (denaturation
for 30 s at 98 ◦C, annealing for 15 s at a primer pair-dependent temperature and extension for
15 s at 72 ◦C), followed by final extension for 1 min at 72 ◦C, and holding at 4 ◦C. The annealing
temperatures are listed in Supplementary Table S1. After the first round of amplification, the
fragments were visualized via 2% agarose gel electrophoresis to determine the generation of
amplicons of suitable lengths. The cleanup of shorter, unspecific fragments was performed
using AMPure XP beads (Beckman Coulter, Brea, CA, USA). In the next step, we combined
all amplicons of each subject into an equimolar pool (concentrations were measured using
Quant-iT PicoGreen dsDNA (Thermo Scientific, Life Technologies, Waltham, MA, USA).

The second round of PCR was performed on the pooled samples in order to add
specific identifiers for each subject to enable multiplexing. For the second round of PCR,
Nextera XT v2 index set A and set D primers (Illumina, San Diego, CA, USA) were used.
PCR reactions were carried out in a total volume of 50 µL, composed of 25 µL of KAPA
HiFi HotStart Uracil+ ReadyMix (Roche, Basel, Switzerland), Nextera XT v2 primers and
4 ng of the equimolar amplicon pool. The PCR protocol consisted of activation for 45 s

http://genome.ucsc.edu/
https://resource.thermofisher.com/page/WE28396_2/
https://resource.thermofisher.com/page/WE28396_2/
http://bisearch.enzim.hu/
https://eu.idtdna.com/pages/tools/oligoanalyzer
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at 98 ◦C, 10 cycles of amplification (denaturation for 15 s at 98 ◦C, annealing for 30 s at
55 ◦C and extension for 30 s at 72 ◦C), followed by final extension for 1 min at 72 ◦C. The
PCR products were again visualized via 2% agarose gel electrophoresis to determine the
generation of amplicons of suitable lengths.

2.3.4. Library Preparation and Sequencing

Following the second round of PCR amplification and size selection (AMPure XP
paramagnetic beads, Beckman Coulter, Brea, CA, USA), the concentration of subject libraries
was measured using an ultrasensitive fluorescent nucleic acid stain for quantitating double-
stranded DNA (PicoGreen dsDNA quantitation reagent, Thermo Fisher, Waltham, MA,
USA). Libraries from individual subjects were equimolarly pooled into a final library with
a 10 nM molar concentration. The final library was diluted and denatured following the
Illumina MiniSeq System Denature and Dilute Libraries Guide recommendations. The
library was sequenced using the Illumina MiniSeq sequencer and MiniSeq Mid Output Kit
(300-cycles), using 150 bp paired-end reads.

2.3.5. Bioinformatic and Statistical Analysis

Raw sequencing reads in FASTQ format were assessed for quality using the FastQC
tool [52]. Bases of insufficient quality (Q score below 30) and adapter sequences were
trimmed using Trim galore [53]. Trimmed sequences were aligned to the reference genome
UCSC genome browser (Homo sapiens version hg19) using Bismark [54]. Aligned reads
were further analyzed using the R environment [55], methylKit package [56] and methyl-
Sig package [57], where data were corrected for age and multiple testing. Differentially
methylated CpGs (DMC) were identified via DNA methylation percentage comparison
for each CpG cytosine between our two test groups. The average amplicon DNA methy-
lation values were calculated using the values of all CpGs residing in said amplicon, and
compared between both our studied groups of subjects. The normality of CpG value
distribution was assessed using the Shapiro–Wilk normality test. As the distribution was
nonparametric for most of the amplicon data, the differences in the percentages of am-
plicon mean methylation between the groups were calculated using the Mann–Whitney
U test and Benjamini–Hochberg correction. Corrected p-values under 0.05 were deemed
statistically significant.

3. Results
3.1. Participants

A total of 248 subjects, both male and female, were included in the study and divided,
according to diagnosis, into subjects with AD and subjects with MCI. The investigated
groups did not differ significantly in the proportion of male and female participants
(χ2 = 0.71; df = 1; p = 0.400).

The demographic and clinical data for the participants are shown in Table 2. The
distribution of all demographic and clinical variables was tested using the Kolmogorov–
Smirnov test. Considering deviations from the normal distribution in the case of all
examined demographic and clinical parameters, the non-parametric Mann–Whitney U test
was used for the comparison between subject groups (Table 2).

Subjects diagnosed with AD and individuals with MCI differed significantly in age,
since subjects with AD were significantly (p ≤ 0.001) older than the MCI group (Table 2).
The comparison of subjects with respect to MMSE and CDT score confirmed that the
investigated groups differed significantly (p ≤ 0.001) in their cognitive abilities (Table 2).
There was no significant difference in the other clinical and demographic data between
subjects diagnosed with AD and subjects with MCI (Table 2).
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Table 2. Demographic and clinical data of subjects with MCI disorder and subjects with AD. All data
are presented as median (range).

Characteristics
Participants Mann–Whitney U Test

MCI AD U p

Age (years) 71.0
(57.0–87.0)

79.0
(63.0–89.0) 5111.5 <0.001

BMI (kg/m2)
22.0

(18.4–32.4)
22.9

(18.5–31.9) 3355.5 0.550

Waist
circumference

(cm)

86.0
(71.0–101.0)

86.0
(72.0–99.0) 3173.0 0.975

Total cholesterol
(mmol/L)

5.7
(3.2–8.8)

5.6
(3.2–8.8) 2936.5 0.400

HDL cholesterol
(mmol/L)

1.3
(0.7–3.0)

1.3
(0.7–3.0) 3012.5 0.560

LDL cholesterol
(mmol/L)

3.5
(0.8–5.6)

3.2
(0.8–5.8) 3048.5 0.647

Triglycerides 1.8
(0.7–6.7)

1.7
(0.7–6.7) 3048.0 0.645

Blood glucose
(mmol/L)

5.5
(4.5–11.8)

5.6
(4.7–11.8) 3415.0 0.423

MMSE score 27.0
(21.0–28.0)

13.0
(10.0–24.0) 27.5 <0.001

CDT score 5.0
(1.0–5.0)

2.0
(1.0–5.0) 187.0 <0.001

AD—Alzheimer’s disease; CDT—Clock Drawing Test; HDL—high-density lipoproteins; BMI—body mass index;
LDL—low-density lipoproteins; MCI—mild cognitive impairment; MMSE—Mini-Mental State Examination;
N—number of participants.

3.2. BDNF Gene Expression

For the relative quantification of BDNF expression, the comparative Ct (∆∆Ct) method
was used, that is, the relative expression of the BDNF gene was shown as a 2–∆∆Ct value.
Since the BDNF expression deviated from the normal distribution, non-parametric tests
were used for statistical analyses.

Considering the potential influence of individual demographic and clinical parameters
on BDNF expression, the correlation (Spearman’s correlation coefficient) was examined
between all demographic and clinical characteristics and the expression of BDNF in both
groups of subjects (Table S2). The results (Table S2) revealed no significant association
between individual demographic and clinical parameters and the level of BDNF expression
in either subject group. Only in the case of HDL was a significant correlation (p = 0.018)
with the BDNF expression detected, but only in subjects with MCI (Table S2). The possible
influence of gender on BDNF expression was analyzed in both groups of subjects using the
Mann–Whitney U test. In the case of subjects diagnosed with AD, there was no significant
difference in BDNF expression between men and women (U = 582.0; p = 0.555), and the
same trend was observed in subjects with MCI (U = 900.5; p = 0.958). Due to these results,
there was no need for further correction of BDNF expression levels for the influence of
age, gender, BMI, waist circumference, total cholesterol, HDL, LDL, triglycerides and
fasting glucose.
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The level of BDNF expression between subjects with MCI and subjects with AD was
compared using the Mann–Whitney U test. The results showed a significant difference
(U = 1964.5; p < 0.001) in BDNF expression between the two groups of subjects (Figure 1).
The aforementioned difference arises from the reduced expression of BDNF in subjects with
AD (0.42; 0.02–4.39) compared to individuals with MCI (0.84; 0.17–14.38) (Figure 1).
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Figure 1. Relative BDNF gene expression in subjects with MCI and subjects diagnosed with AD.
* p < 0.001.

For the relative quantification of BDNF gene expression, the comparative Ct (∆∆Ct)
method was used. The relative expression of the BDNF gene was shown as a 2–∆∆Ct value.

3.3. COMT Gene Expression

Similarly, as in the case of BDNF expression, for the relative quantification of COMT
expression, the comparative Ct (∆∆Ct) method was used, that is, the relative expression of
the COMT gene was shown as a 2–∆∆Ct value. Since COMT expression deviated from the
normal distribution, non-parametric tests were used for statistical analyses.

In the evaluation of the potential influence of individual demographic and clinical
parameters on COMT expression, we examined the correlation (Spearman’s correlation
coefficient) between all demographic and clinical characteristics and the expression of
COMT in subjects with AD or MCI (Table S3). The results (Table S3) showed no significant
association between individual demographic and clinical parameters and the level of
COMT expression in either subject group (Table S3). The possible influence of gender on
COMT expression was analyzed in the groups with AD and MCI using the Mann–Whitney
U test. Within subjects diagnosed with AD, there was no significant difference in COMT
expression between men and women (U = 603.0; p = 0.724), and no significant sex-related
differences were found in subjects with MCI (U = 2522.0; p = 0.055). Because of these results,
we did not correct COMT expression levels for the influence of age, gender, BMI, waist
circumference, total cholesterol, HDL, LDL, triglycerides and fasting glucose.
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The level of COMT expression between subjects with MCI and AD was compared
using the Mann–Whitney U test. No significant difference (U = 2918.0; p = 0.366) was
detected in COMT expression between subjects diagnosed with AD (0.94; 0.02–6.89) and
the MCI group (1.02; 0.10–5.18) (Figure 2).
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Figure 2. Relative COMT gene expression in subjects with MCI and subjects diagnosed with AD.

For the relative quantification of COMT gene expression, the comparative Ct (∆∆Ct)
method was used. The relative expression of the BDNF gene was shown as a 2–∆∆Ct value.

3.4. DNA Methylation

We investigated the DNA methylation levels of 12 amplicons altogether; nine of
them investigated the DNA methylation status of the BDNF gene, and three of them
investigated the DNA methylation status of the COMT gene. As DNA methylation can be
closely associated with the aging process, the results were age-corrected. Since the DNA
methylation levels deviated from the normal distribution, nonparametric tests were used
for statistical analyses. The results are presented in Table 3.

Upon analyzing the mean DNA methylation levels per amplicon, no statistically
significant changes were observed between the average DNA methylation levels between
subjects with AD and subjects with MCI. When comparing the DNA methylation status of
CpGs between subjects with AD and MCI, we did detect multiple single-base-pair DMCs.
We detected the highest number of DMCs in the BDNF gene amplicon BDNF_9, where 8
out of the 23 investigated CpG sites showed statistically significant differences in DNA
methylation levels. However, when looking at the mean DNA methylation level, the mean
level of BDNF_9 only showed a trend towards statistical significance. The differences in the
DNA methylation levels between subjects with AD and subjects with MCI were modest
(under 1%), which opens the question of their biological relevance.
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Table 3. DNA methylation status of BDNF and COMT gene amplicons. DNA methylation values are
presented as average DNA methylation percentage per studied group.

Gene Amplicon Name
Number of

DMCs/Number of
Investigated CpGs

DNAm % ADs DNAm % MCIs DNAm %
Difference

Mann–Whitney Test

U p-Value

BDNF

BDNF_1 2/22 5.095 4.549 −0.546 196 0.5499
BDNF_2 2/10 6.635 5.912 −0.723 36 0.3150
BDNF_3 3/20 3.552 3.989 0.436 186 0.3963
BDNF_4 0/13 11.39 11.36 −0.036 81 0.8798
BDNF_5 1/16 7.019 6.803 −0.216 143 0.9729
BDNF_6 0/30 6.654 6.957 0.302 473 0.9221
BDNF_7 2/19 1.938 1.915 −0.023 167 0.7075
BDNF_8 0/13 1.242 1.238 −0.004 75 0.6498
BDNF_9 8/23 0.855 0.990 0.135 202 0.0778

COMT
COMT_1 0/14 96.00 96.02 0.017 111 0.9674
COMT_2 0/36 0.1725 0.1730 0.001 617 0.7328
COMT_4 2/13 95.99 95.78 −0.210 56 0.7969

DNAm—DNA methylation; ADs—subjects with Alzheimer’s disease; DMC—differentially methylated cytosine;
MCIs—subjects with mild cognitive impairment.

4. Discussion

Due to the increase in the proportion of older people in the population, there is
an increase in the prevalence and incidence of progressive dementia. There are many
unanswered questions related to the etiology and pathology of dementia, and therefore,
numerous studies are being conducted that, through various approaches, seek to determine
the risk factors, biomarkers and pathological mechanisms that could help to differentiate
between normal symptoms of aging, MCI and dementia. Owing to the lack of reliable data
in the literature, the aim of this paper was to investigate whether there is a connection
between the levels of BDNF and COMT gene expression and methylation in peripheral
blood cells with the development of AD. Our results show higher expression levels of
the BDNF in MCI subjects compared to individuals diagnosed with AD. However, no
difference in COMT gene expression was detected between the two groups of subjects. For
DNA methylation of the CGIs and other sequences with potential effects on gene expres-
sion regulation, just one region (BDNF_9) was determined to be borderline statistically
significant in the BDNF gene (p-value 0.0778, which had a lower level of methylation in
the AD subjects). As the difference in the methylation level between AD and MCI was
slight, whether it can impact gene expression levels is questionable. For the COMT gene,
no statistically significant differences were observed in the methylation levels between AD
and MCI subjects.

The neuroprotective effects of BDNF, its role in the regulation of neurotransmitter
systems and its function in the pathogenesis of AD have been extensively studied. The
BDNF gene is located on chromosome 11, it contains 11 exons, and is about 70 kb long [58].
The transcription of BDNF is controlled through nine different promoters which, combined
with the process of alternative intron splicing, results in more than 30 known transcript
isoforms that are expressed differently in different tissues and in response to various
stimuli [58]. All the transcript isoforms of the BDNF gene give the same protein product,
which is encoded by exon IX. BDNF is not only located in the CNS, but is also present in
large quantities in platelets [59], epithelial and vascular cells, muscle cells, macrophages
and leukocytes [60–62]. Research on BDNF as a potential peripheral biomarker of AD is
supported by its ability to cross the blood–brain barrier [63,64] and by studies providing
evidence of a correlation between the BDNF levels in the peripheral blood and the amount
of BDNF in the CNS [65,66]. In the case of BDNF, our results suggest that the expression of
this gene was reduced in AD patients compared to subjects diagnosed with MCI. Previous
studies have shown reduced BDNF mRNA and protein expression in different brain
regions of AD patients and in the substantia nigra of subjects diagnosed with Parkinson’s
disease [29,67]. BDNF mRNA expression was found to be reduced in the hippocampus
and temporal cortex of individuals with AD, suggesting that BDNF could be involved
in progressive neuron atrophy accompanying dementia [68]. Reduced BDNF mRNA
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expression was also detected in the parietal and entorhinal cortex of subjects diagnosed
with AD, and the observed down-regulation of BDNF mRNA expression was associated
with increased neuritic plaque pathology [69,70]. Peng and colleagues demonstrated that a
reduction in both the precursor (pro-BDNF) and the mature BDNF (mBDNF) level already
occurs in the early stages of AD progression [29], even though these two forms of BDNF
bind to different receptors and exert opposing biologic functions. The obtained results are
in accordance with different studies that indicate a reduced level of BDNF in the brain
tissue of patients with AD [71–74]. However, it should be pointed out that that there are
conflicting results about BDNF protein expression, which are not consistent with the results
seen at the mRNA level [75]. These discrepancies could be due to the fact that it is very
difficult to differentiate pro-BDNF and mBDNF using some ELISA methods for detection
and because different studies include patients in different stages of AD [76,77]. With the
detection of BDNF in CSF samples, the biggest problem is its low abundance [78]. The
reduced level of BDNF mRNA in subjects with AD may be related to the fact that this
group is, on average, was significantly older than the group of subjects diagnosed with
MCI. Therefore, in our research, we checked the association of BDNF gene expression with
age in both groups of subjects, and we excluded age as a potential confounding factor.

COMT is an important modulator of different brain functions due to its role in
dopamine metabolism. It is especially important in regulating dopamine neurotrans-
mission in the prefrontal cortex [36], a part of the brain that plays a key role in cognitive
functions and which is severely vulnerable to degeneration [79]. COMT is expressed not
only in the CNS, but also in the periphery. The COMT gene is located on chromosome 22,
and its expression is regulated by two promoters, P1 and P2 [80]. A longer mRNA which
is transcribed from the P2 promoter encodes the membrane-bound COMT (MB-COMT),
and a shorter mRNA originating from the P1 promoter encodes a shorter, soluble COMT
(S-COMT). The MB-COMT is the dominant type of this enzyme in the brain tissue [81], and
the S-COMT isoform is expressed widely in other tissues [80,82]. COMT affects cognitive
control and functions in humans, and it is linked to the development of dementia [42].
Considering that the function of the dopamine system is disturbed in people diagnosed
with AD, there is growing interest regarding the role of COMT in AD pathogenesis [83].
In the case of COMT, our results suggest no difference in the expression of this gene be-
tween AD patients and subjects diagnosed with MCI, and no effect of different clinical and
demographic features, including age and gender, on the COMT mRNA expression. Thus
far, the role of COMT in the pathogenesis of AD has mainly been focused on the associa-
tion between its most commonly investigated functional polymorphism, Val158/108Met,
and the development of AD and/or cognitive decline. Several studies have suggested
the involvement of Val158/108Met with the risk of developing AD [84–87]. While some
studies confirm that there is a connection [84,85,88], others have reported that there are
no significant associations between this polymorphism and AD [40,86,89], including two
meta-analyses [90,91]. These opposite findings could be explained by the complexity of
AD and cognition, differences in diagnosis, numbers of patients, ethnical differences and
different criteria for defining cognitive and behavioral symptoms [42]. Thus far, there
has been no research on COMT gene expression in AD. Ni and colleagues compared the
levels of COMT gene expression in healthy individuals and individuals diagnosed with
schizophrenia, bipolar disorder and depression [92]. Their results indicate that, compared
to healthy individuals, subjects with schizophrenia have a significantly lower relative
expression of COMT mRNA, while its expression is increased in individuals with bipolar
disorder [92]. The authors also suggested a significant positive correlation between COMT
expression level and IQ scores, but only in healthy control subjects [92]. Our included
subjects did not have schizophrenia, and since we did not control our subjects for the IQ
scores, we are not able to confirm this correlation.

In order to further support the findings on gene expression, we investigated the
DNA methylation levels of BDNF and COMT genes. Namely, DNA methylation is one
of the plausible mechanisms that affects gene expression [93]. In the BDNF gene, the
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promotors I and IV, using nine different amplicons, were analyzed. We were not able to
show prominent differences between DNA methylation levels in AD and MCI subjects.
This might be explained by the fact that MCI can be considered as the pre-stage of AD,
and the differences in methylation level could therefore already be too minuscule between
the two groups or, alternatively, because we examined the whole amplicons instead of
documenting individual CpGs, as has been performed in some studies. Namely, in a
previous study on AD and controls, it was possible to detect significantly higher DNA
methylation in AD patients compared to healthy subjects [94]. The CpGs investigated in
this study are the CpGs in our amplicon BDNF_2 and they determined two CpGs that
were significantly different between the two groups. Although in our case, we were not
able to detect statistically significant differences, we did notice higher DNA methylation in
AD patients compared to MCI subjects, as was observed in the study by Chang et al. [94];
furthermore, the methylation levels were also similar between the two studies. Another
study investigated the promotor I and IV CGIs in controls and in MCI subjects with a 5-year
follow up [95]. After 5 years, the MCI subjects were classified into two groups, an MCI-
stable group and an AD-conversion group. The results showed higher DNA methylation of
individual CpGs in the MCI group compared to the controls, and also in the AD-conversion
group compared to the MCI-stable group [95]. In the study of Nagata et al. [96], the total
DNA methylation of 20 CpGs in exon I showed higher methylation in the AD group
compared to normal controls, while the individual DNA methylation differences showed
a statically significant difference only in one CpG. They also found a positive correlation
between one CpG and the duration of illness [96]. The methylation of BDNF and other
putative AD genes were analyzed by Carboni et al., but no differences were determined
between AD patients and controls for any of the studied genes [97]. Although all the listed
studies were performed on blood samples, we still cannot point out a specific region that
could be convincingly associated with AD and reproduced in independent studies.

Similarly, as for COMT gene expression, there were no statistically significant results
in our study regarding COMT methylation levels. We investigated the sequences around
promotors 1 and 2, and also around the single-nucleotide polymorphism Val158/108Met,
which, itself, is part of a CpG dinucleotide. The sequences around Val158/108Met and pro-
motor 1 were found to be almost completely methylated (>95%), while the sequence around
promotor 2 showed almost no methylation. Since promotor 1 regulates the expression of
S-COMT, this was rather unexpected, also supporting the evidence that DNA methylation
cannot always be regarded as an exclusive gene-expression-silencing mechanism [98]. We
could not compare our results to any other study, as there are no published studies on AD
and DNA methylation levels of the COMT gene so far.

Although we designed a study with two different clinical groups and were able
to show changes in gene expression levels and DNA methylation, our study has some
limitations that should be pointed out. In the study, we interrogated only specific sections
in the DNA that have been previously shown to be sections associated with gene expression.
However, the investigated genes are relatively large, and it would probably be even more
informative if we looked at the complete sequence and determine the methylation level
at all sites. Additionally, the number of transcripts of these genes is relatively high, and
the interrogation of all transcripts would demand the use of more hydrolyzing probes or a
transcriptomic approach. One of the limitations of the study is its cross-sectional design.
A longitudinal follow-up would be useful since it would allow us to detect how many
MCI subjects will develop dementia over time. Another limitation is the lack of a healthy
control group without any cognitive decline. The strengths of the study are the inclusion of
ethnically homogenous groups, and the adequate sample size and needed statistical power.

5. Conclusions and Future Directions

The results of this study confirm that the level of BDNF expression in the periphery is
decreased in subjects with AD compared to individuals diagnosed with MCI. However,
in the case of the COMT mRNA expression, the distinction between the two groups of
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subjects was not detected. Since the pathogenesis of AD begins many years before the
onset of symptoms, the treatment is further complicated due to the cascade mechanisms
that are activated as a result of the pathology of the disease. Earlier detection would
facilitate therapy, and this is precisely why the goal of this research was to determine
whether a reliable biomarker for the development of dementia can be established through
the expression and methylation of BDNF and COMT in peripheral blood. The combined
results from the gene expression analysis and DNA methylation analysis point to BDNF’s
potential as a marker that could help distinguish between MCI and AD patients.

Although researchers and clinicians have produced an extensive amount of informa-
tion on AD, from a morphological to a molecular level, we still lack knowledge on the
underpinnings of its early development. In future, it would therefore be worth designing
more studies on the early stages of cognitive impairment, such as subjective cognitive de-
cline and mild cognitive impairment. Contemporary molecular approaches that allow for
interrogation of the complete genome, epigenome and transcriptome could be applied and
combined with powerful machine learning methods to discern key changes on a molecular
level. These molecular players could be further tested in a clinical environment in order to
identity the most specific and sensitive markers with potential for use in determination of
the disease.
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Correlation of COMT expression with demographic and clinical characteristics of subjects, divided
by diagnosis into subjects with MCI and subjects with AD.
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examination in the elderly croatian population. Dement. Geriatr. Cogn. Disord. 2012, 33, 385–392. [CrossRef] [PubMed]

46. Agrell, B.; Dehlin, O. The clock-drawing test. Age Ageing 1998, 27, 399–403. [CrossRef]
47. Shulman, K.I. Clock-drawing: Is it the ideal cognitive screening test? Int. J. Geriatr. Psychiatry 2000, 15, 548–561. [CrossRef]

[PubMed]
48. World Medical, A. World medical association declaration of helsinki: Ethical principles for medical research involving human

subjects. JAMA 2013, 310, 2191–2194. [CrossRef]
49. Faul, F.; Erdfelder, E.; Lang, A.-G.; Buchner, A. G*power 3: A flexible statistical power analysis program for the social, behavioral,

and biomedical sciences. Behav. Res. Methods 2007, 39, 175–191. [CrossRef]
50. Kent, W.J.; Sugnet, C.W.; Furey, T.S.; Roskin, K.M.; Pringle, T.H.; Zahler, A.M.; Haussler, D. The human genome browser at ucsc.

Genome Res. 2002, 12, 996–1006. [CrossRef]
51. Illumina. PCR Amplicon, P.C.-u., and Index PCR: 16S Metagenomic Sequencing Library Preparation. 2013. Available on-

line: https://www.illumina.com/content/dam/illumina-support/documents/documentation/chemistry_documentation/16
s/16s-metagenomic-library-prep-guide-15044223-b.pdf (accessed on 25 August 2020).

52. Andrews, S. Fastqc: A Quality Control Tool for High Throughput Sequence Data [Online]. Available online: http://www.
bioinformatics.babraham.ac.uk/projects/fastqc/ (accessed on 25 August 2020).

53. Krueger, F. Trimgalore. Available online: https://github.com/FelixKrueger/TrimGalore (accessed on 25 August 2020).
54. Krueger, F.; Andrews, S.R. Bismark: A flexible aligner and methylation caller for bisulfite-seq applications. Bioinformatics 2011, 27,

1571–1572. [CrossRef]
55. R Development Core Team; R Foundation for Statistical Computing. R: A Language and Environment for Statistical Computing.

Available online: http://www.R-project.org (accessed on 25 August 2020).
56. Akalin, A.; Kormaksson, M.; Li, S.; Garrett-Bakelman, F.E.; Figueroa, M.E.; Melnick, A.; Mason, C.E. Methylkit: A comprehensive

r package for the analysis of genome-wide DNA methylation profiles. Genome Biol. 2012, 13, R87. [CrossRef]
57. Park, Y.; Figueroa, M.E.; Rozek, L.S.; Sartor, M.A. Methylsig: A whole genome DNA methylation analysis pipeline. Bioinformatics

2014, 30, 2414–2422. [CrossRef]
58. Pruunsild, P.; Kazantseva, A.; Aid, T.; Palm, K.; Timmusk, T. Dissecting the human bdnf locus: Bidirectional transcription,

complex splicing, and multiple promoters. Genomics 2007, 90, 397–406. [CrossRef]
59. Fujimura, H.; Altar, C.A.; Chen, R.; Nakamura, T.; Nakahashi, T.; Kambayashi, J.-i.; Sun, B.; Tandon, N.N. Brain-derived

neurotrophic factor is stored in human platelets and released by agonist stimulation. Thromb. Haemost. 2002, 87, 728–734.
[CrossRef] [PubMed]

60. Cattaneo, A.; Bocchio-Chiavetto, L.; Zanardini, R.; Milanesi, E.; Placentino, A.; Gennarelli, M. Reduced peripheral brain-derived
neurotrophic factor mrna levels are normalized by antidepressant treatment. Int. J Neuropsychopharmacol. 2010, 13, 103–108.
[CrossRef] [PubMed]

http://doi.org/10.1001/jamaneurol.2013.4781
http://www.ncbi.nlm.nih.gov/pubmed/24276217
http://www.ncbi.nlm.nih.gov/pubmed/10581325
http://doi.org/10.1523/JNEUROSCI.1124-04.2004
http://www.ncbi.nlm.nih.gov/pubmed/15190105
http://doi.org/10.1038/sj.mp.4001808
http://doi.org/10.1016/j.biopsych.2008.07.032
http://www.ncbi.nlm.nih.gov/pubmed/18838132
http://doi.org/10.1038/mp.2009.36
http://doi.org/10.1016/j.biopsych.2008.01.005
http://doi.org/10.1097/00008571-199606000-00007
http://doi.org/10.2174/1567205015666171212094229
http://doi.org/10.1002/14651858.CD010783.pub2
http://doi.org/10.1159/000339596
http://www.ncbi.nlm.nih.gov/pubmed/22814030
http://doi.org/10.1093/ageing/27.3.399
http://doi.org/10.1002/1099-1166(200006)15:6&lt;548::AID-GPS242&gt;3.0.CO;2-U
http://www.ncbi.nlm.nih.gov/pubmed/10861923
http://doi.org/10.1001/jama.2013.281053
http://doi.org/10.3758/BF03193146
http://doi.org/10.1101/gr.229102
https://www.illumina.com/content/dam/illumina-support/documents/documentation/chemistry_documentation/16s/16s-metagenomic-library-prep-guide-15044223-b.pdf
https://www.illumina.com/content/dam/illumina-support/documents/documentation/chemistry_documentation/16s/16s-metagenomic-library-prep-guide-15044223-b.pdf
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://github.com/FelixKrueger/TrimGalore
http://doi.org/10.1093/bioinformatics/btr167
http://www.R-project.org
http://doi.org/10.1186/gb-2012-13-10-r87
http://doi.org/10.1093/bioinformatics/btu339
http://doi.org/10.1016/j.ygeno.2007.05.004
http://doi.org/10.1055/s-0037-1613072
http://www.ncbi.nlm.nih.gov/pubmed/12008958
http://doi.org/10.1017/S1461145709990812
http://www.ncbi.nlm.nih.gov/pubmed/19835669


Biomedicines 2023, 11, 235 16 of 17

61. Gielen, A.; Khademi, M.; Muhallab, S.; Olsson, T.; Piehl, F. Increased brain-derived neurotrophic factor expression in white blood
cells of relapsing-remitting multiple sclerosis patients. Scand. J. Immunol. 2003, 57, 493–497. [CrossRef]

62. Nakahashi, T.; Fujimura, H.; Altar, C.A.; Li, J.; Kambayashi, J.; Tandon, N.N.; Sun, B. Vascular endothelial cells synthesize and
secrete brain-derived neurotrophic factor. FEBS Lett. 2000, 470, 113–117. [CrossRef] [PubMed]

63. Pan, W.; Banks, W.A.; Kastin, A.J. Permeability of the blood-brain barrier to neurotrophins. Brain Res. 1998, 788, 87–94. [CrossRef]
64. Pan, W.; Banks, W.A.; Fasold, M.B.; Bluth, J.; Kastin, A.J. Transport of brain-derived neurotrophic factor across the blood-brain

barrier. Neuropharmacology 1998, 37, 1553–1561. [CrossRef]
65. Klein, A.B.; Williamson, R.; Santini, M.A.; Clemmensen, C.; Ettrup, A.; Rios, M.; Knudsen, G.M.; Aznar, S. Blood bdnf concentra-

tions reflect brain-tissue bdnf levels across species. Int. J. Neuropsychopharmacol. 2011, 14, 347–353. [CrossRef]
66. Karege, F.; Schwald, M.; Cisse, M. Postnatal developmental profile of brain-derived neurotrophic factor in rat brain and platelets.

Neurosci. Lett. 2002, 328, 261–264. [CrossRef]
67. Murer, M.G.; Yan, Q.; Raisman-Vozari, R. Brain-derived neurotrophic factor in the control human brain, and in alzheimer’s

disease and parkinson’s disease. Prog. Neurobiol. 2001, 63, 71–124. [CrossRef]
68. Phillips, H.S.; Hains, J.M.; Armanini, M.; Laramee, G.R.; Johnson, S.A.; Winslow, J.W. Bdnf mrna is decreased in the hippocampus

of individuals with alzheimer’s disease. Neuron 1991, 7, 695–702. [CrossRef]
69. Garzon, D.; Yu, G.; Fahnestock, M. A new brain-derived neurotrophic factor transcript and decrease in brain-derived neurotrophic

factor transcripts 1, 2 and 3 in alzheimer’s disease parietal cortex. J. Neurochem. 2002, 82, 1058–1064. [CrossRef] [PubMed]
70. Ginsberg, S.D.; Malek-Ahmadi, M.H.; Alldred, M.J.; Chen, Y.; Chen, K.; Chao, M.V.; Counts, S.E.; Mufson, E.J. Brain-derived

neurotrophic factor (bdnf) and trkb hippocampal gene expression are putative predictors of neuritic plaque and neurofibrillary
tangle pathology. Neurobiol. Dis. 2019, 132, 104540. [CrossRef] [PubMed]

71. Connor, B.; Young, D.; Yan, Q.; Faull, R.L.; Synek, B.; Dragunow, M. Brain-derived neurotrophic factor is reduced in alzheimer’s
disease. Brain Res. Mol. Brain Res. 1997, 49, 71–81. [CrossRef] [PubMed]

72. Narisawa-Saito, M.; Wakabayashi, K.; Tsuji, S.; Takahashi, H.; Nawa, H. Regional specificity of alterations in ngf, bdnf and nt-3
levels in alzheimer’s disease. Neuroreport 1996, 7, 2925–2928. [CrossRef]

73. Siegel, G.J.; Chauhan, N.B. Neurotrophic factors in alzheimer’s and parkinson’s disease brain. Brain Res. Brain Res. Rev. 2000, 33,
199–227. [CrossRef]

74. Sampaio, T.B.; Savall, A.S.; Gutierrez, M.E.Z.; Pinton, S. Neurotrophic factors in alzheimer’s and parkinson’s diseases: Implications
for pathogenesis and therapy. Neural Regen. Res. 2017, 12, 549–557. [CrossRef]

75. Durany, N.; Michel, T.; Kurt, J.; Cruz-Sánchez, F.F.; Cervás-Navarro, J.; Riederer, P. Brain-derived neurotrophic factor and
neurotrophin-3 levels in alzheimer’s disease brains. Int. J. Dev. Neurosci. 2000, 18, 807–813. [CrossRef]

76. Angelucci, F.; Spalletta, G.; di Iulio, F.; Ciaramella, A.; Salani, F.; Colantoni, L.; Varsi, A.E.; Gianni, W.; Sancesario, G.; Caltagirone,
C.; et al. Alzheimer’s disease (ad) and mild cognitive impairment (mci) patients are characterized by increased bdnf serum levels.
Curr. Alzheimer Res. 2010, 7, 15–20. [CrossRef]

77. Laske, C.; Stransky, E.; Leyhe, T.; Eschweiler, G.W.; Wittorf, A.; Richartz, E.; Bartels, M.; Buchkremer, G.; Schott, K. Stage-
dependent bdnf serum concentrations in alzheimer’s disease. J. Neural Transm. 2006, 113, 1217–1224. [CrossRef]

78. Laske, C.; Stransky, E.; Leyhe, T.; Eschweiler, G.W.; Maetzler, W.; Wittorf, A.; Soekadar, S.; Richartz, E.; Koehler, N.; Bartels, M.;
et al. Bdnf serum and csf concentrations in alzheimer’s disease, normal pressure hydrocephalus and healthy controls. J. Psychiatr.
Res. 2007, 41, 387–394. [CrossRef]

79. Salat, D.H.; Kaye, J.A.; Janowsky, J.S. Selective preservation and degeneration within the prefrontal cortex in aging and alzheimer
disease. Arch. Neurol. 2001, 58, 1403–1408. [CrossRef] [PubMed]

80. Tenhunen, J.; Salminen, M.; Jalanko, A.; Ukkonen, S.; Ulmanen, I. Structure of the rat catechol-o-methyltransferase gene: Separate
promoters are used to produce mrnas for soluble and membrane-bound forms of the enzyme. DNA Cell Biol. 1993, 12, 253–263.
[CrossRef] [PubMed]

81. Matsumoto, M.; Weickert, C.S.; Beltaifa, S.; Kolachana, B.; Chen, J.; Hyde, T.M.; Herman, M.M.; Weinberger, D.R.; Kleinman,
J.E. Catechol o-methyltransferase (comt) mrna expression in the dorsolateral prefrontal cortex of patients with schizophrenia.
Neuropsychopharmacology 2003, 28, 1521–1530. [CrossRef] [PubMed]

82. Lundström, K.; Tenhunen, J.; Tilgmann, C.; Karhunen, T.; Panula, P.; Ulmanen, I. Cloning, expression and structure of catechol-o-
methyltransferase. Biochim. Biophys. Acta 1995, 1251, 1–10. [CrossRef] [PubMed]

83. Serretti, A.; Olgiati, P. Catechol-o-methyltransferase and alzheimer’s disease: A review of biological and genetic findings. CNS
Neurol. Disord. Drug Targets 2012, 11, 299–305. [CrossRef]

84. Forero, D.A.; Benítez, B.; Arboleda, G.; Yunis, J.J.; Pardo, R.; Arboleda, H. Analysis of functional polymorphisms in three synaptic
plasticity-related genes (bdnf, comt and uchl1) in alzheimer’s disease in colombia. Neurosci. Res. 2006, 55, 334–341. [CrossRef]

85. Shibata, N.; Nagata, T.; Tagai, K.; Shinagawa, S.; Ohnuma, T.; Kawai, E.; Kasanuki, K.; Shimazaki, H.; Toda, A.; Tagata, Y.; et al.
Association between the catechol-o-methyltransferase polymorphism val158met and alzheimer’s disease in a japanese population.
Int. J. Geriatr. Psychiatry 2015, 30, 927–933. [CrossRef]

86. Lanni, C.; Garbin, G.; Lisa, A.; Biundo, F.; Ranzenigo, A.; Sinforiani, E.; Cuzzoni, G.; Govoni, S.; Ranzani, G.N.; Racchi, M.
Influence of comt val158met polymorphism on alzheimer’s disease and mild cognitive impairment in italian patients. J. Alzheimers
Dis. 2012, 32, 919–926. [CrossRef]

http://doi.org/10.1046/j.1365-3083.2003.01260.x
http://doi.org/10.1016/S0014-5793(00)01302-8
http://www.ncbi.nlm.nih.gov/pubmed/10734218
http://doi.org/10.1016/S0006-8993(97)01525-4
http://doi.org/10.1016/S0028-3908(98)00141-5
http://doi.org/10.1017/S1461145710000738
http://doi.org/10.1016/S0304-3940(02)00529-3
http://doi.org/10.1016/S0301-0082(00)00014-9
http://doi.org/10.1016/0896-6273(91)90273-3
http://doi.org/10.1046/j.1471-4159.2002.01030.x
http://www.ncbi.nlm.nih.gov/pubmed/12358753
http://doi.org/10.1016/j.nbd.2019.104540
http://www.ncbi.nlm.nih.gov/pubmed/31349032
http://doi.org/10.1016/S0169-328X(97)00125-3
http://www.ncbi.nlm.nih.gov/pubmed/9387865
http://doi.org/10.1097/00001756-199611250-00024
http://doi.org/10.1016/S0165-0173(00)00030-8
http://doi.org/10.4103/1673-5374.205084
http://doi.org/10.1016/S0736-5748(00)00046-0
http://doi.org/10.2174/156720510790274473
http://doi.org/10.1007/s00702-005-0397-y
http://doi.org/10.1016/j.jpsychires.2006.01.014
http://doi.org/10.1001/archneur.58.9.1403
http://www.ncbi.nlm.nih.gov/pubmed/11559311
http://doi.org/10.1089/dna.1993.12.253
http://www.ncbi.nlm.nih.gov/pubmed/8466648
http://doi.org/10.1038/sj.npp.1300218
http://www.ncbi.nlm.nih.gov/pubmed/12799619
http://doi.org/10.1016/0167-4838(95)00071-2
http://www.ncbi.nlm.nih.gov/pubmed/7647086
http://doi.org/10.2174/187152712800672472
http://doi.org/10.1016/j.neures.2006.04.006
http://doi.org/10.1002/gps.4237
http://doi.org/10.3233/JAD-2012-120358


Biomedicines 2023, 11, 235 17 of 17

87. Chang, C.-C.; Tsai, S.-J.; Chen, N.-C.; Huang, C.-W.; Hsu, S.-W.; Chang, Y.-T.; Liu, M.-E.; Chang, W.-N.; Tsai, W.-C.; Lee, C.-C.
Catechol-o-methyltransferase val158met polymorphism on striatum structural covariance networks in alzheimer’s disease. Mol.
Neurobiol. 2018, 55, 4637–4649. [CrossRef]

88. Thornton, V.; Warden, D.; Talbot, C.; Mastana, S.S.; Bandelow, S.; Hogervorst, E. Modification of estrogen’s association with
alzheimer’s disease risk by genetic polymorphisms. Brain Res. 2011, 1379, 213–223. [CrossRef]

89. Gennatas, E.D.; Cholfin, J.A.; Zhou, J.; Crawford, R.K.; Sasaki, D.A.; Karydas, A.; Boxer, A.L.; Bonasera, S.J.; Rankin, K.P.; Gorno-
Tempini, M.L.; et al. Comt val158met genotype influences neurodegeneration within dopamine-innervated brain structures.
Neurology 2012, 78, 1663–1669. [CrossRef] [PubMed]

90. Zhang, G.; Li, Y.-C.; Xu, H.-D.; Liu, X.; Zhu, J.; Zhang, F.; Wang, D.; Wang, Y.; Jin, C. Lack of association between comt
polymorphism rs4680 and risk of alzheimer’s disease in asians: Evidence from a meta-analysis. Psychiatry Res. 2015, 228, 979–981.
[CrossRef] [PubMed]

91. Lee, Y.H.; Song, G.G. Comt val158met and pparγ pro12ala polymorphisms and susceptibility to alzheimer’s disease: A meta-
analysis. Neurol. Sci. 2014, 35, 643–651. [CrossRef]

92. Ni, P.; Liu, M.; Wang, D.; Tian, Y.; Zhao, L.; Wei, J.; Yu, X.; Qi, X.; Li, X.; Yu, H.; et al. Association analysis between catechol-
o-methyltransferase expression and cognitive function in patients with schizophrenia, bipolar disorder, or major depression.
Neuropsychiatr. Dis. Treat. 2021, 17, 567–574. [CrossRef] [PubMed]

93. Deaton, A.M.; Bird, A. Cpg islands and the regulation of transcription. Genes Dev. 2011, 25, 1010–1022. [CrossRef] [PubMed]
94. Chang, L.; Wang, Y.; Ji, H.; Dai, D.; Xu, X.; Jiang, D.; Hong, Q.; Ye, H.; Zhang, X.; Zhou, X.; et al. Elevation of peripheral bdnf

promoter methylation links to the risk of alzheimer’s disease. PLoS ONE 2014, 9, e110773. [CrossRef] [PubMed]
95. Xie, B.; Xu, Y.; Liu, Z.; Liu, W.; Jiang, L.; Zhang, R.; Cui, D.; Zhang, Q.; Xu, S. Elevation of peripheral bdnf promoter methylation

predicts conversion from amnestic mild cognitive impairment to alzheimer’s disease: A 5-year longitudinal study. J Alz.Heimers
Dis. 2017, 56, 391–401. [CrossRef]

96. Nagata, T.; Kobayashi, N.; Ishii, J.; Shinagawa, S.; Nakayama, R.; Shibata, N.; Kuerban, B.; Ohnuma, T.; Kondo, K.; Arai, H.; et al.
Association between DNA methylation of the bdnf promoter region and clinical presentation in alzheimer’s disease. Dement.
Geriatr. Cogn. Dis. Extra 2015, 5, 64–73. [CrossRef]

97. Carboni, L.; Lattanzio, F.; Candeletti, S.; Porcellini, E.; Raschi, E.; Licastro, F.; Romualdi, P. Peripheral leukocyte expression of the
potential biomarker proteins bdnf, sirt1, and psen1 is not regulated by promoter methylation in alzheimer’s disease patients.
Neurosci. Lett 2015, 605, 44–48. [CrossRef]

98. Angeloni, A.; Bogdanovic, O. Sequence determinants, function, and evolution of cpg islands. Biochem. Soc. Trans. 2021,
49, 1109–1119. [CrossRef]

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.

http://doi.org/10.1007/s12035-017-0668-2
http://doi.org/10.1016/j.brainres.2010.12.074
http://doi.org/10.1212/WNL.0b013e3182574fa1
http://www.ncbi.nlm.nih.gov/pubmed/22573634
http://doi.org/10.1016/j.psychres.2015.04.037
http://www.ncbi.nlm.nih.gov/pubmed/26026741
http://doi.org/10.1007/s10072-014-1645-4
http://doi.org/10.2147/NDT.S286102
http://www.ncbi.nlm.nih.gov/pubmed/33654399
http://doi.org/10.1101/gad.2037511
http://www.ncbi.nlm.nih.gov/pubmed/21576262
http://doi.org/10.1371/journal.pone.0110773
http://www.ncbi.nlm.nih.gov/pubmed/25364831
http://doi.org/10.3233/JAD-160954
http://doi.org/10.1159/000375367
http://doi.org/10.1016/j.neulet.2015.08.012
http://doi.org/10.1042/BST20200695

	Introduction 
	Materials and Methods 
	Participants 
	Gene Expression 
	Blood Sample Collection 
	RNA Isolation and Reverse Transcription 
	Real-Time PCR Analysis 
	Statistical Analysis 

	DNA Methylation 
	DNA Isolation and Bisulfite Conversion 
	Primer Design 
	Amplicon Generation and Sequencing 
	Library Preparation and Sequencing 
	Bioinformatic and Statistical Analysis 


	Results 
	Participants 
	BDNF Gene Expression 
	COMT Gene Expression 
	DNA Methylation 

	Discussion 
	Conclusions and Future Directions 
	References

