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Abstract. Progressive supranuclear palsy (PSP) is a neuro‑
degenerative tauopathy described as a syndrome of postural
instability, supranuclear vertical gaze palsy, dysarthria, dystonic
rigidity of the neck and trunk, dementia, and pseudobulbar palsy.
The clinical diagnosis of PSP is often difficult because there
are no established biomarkers, and diagnosis is currently based
on clinical and imaging findings. Furthermore, the etiology
and pathogenesis of PSP remain unknown. Dysregulation of
microRNAs (miRNAs/miRs) has been reported to serve an
important role in neurodegenerative diseases. However, the
miRNA profiles of patients with PSP are rarely reported. The
present study aimed to examine cerebrospinal fluid miRNAs,
which are considered to be more sensitive indicators of changes
in the brain, to elucidate the pathophysiology of PSP and to
establish specific biomarkers for diagnosis. The present study
used a microarray chip containing 2,632 miRNAs to examine
cerebrospinal fluid miRNA expression levels in 11 patients with
PSP aged 68‑82 years. A total of 8 age‑ and sex‑matched controls
were also included. A total of 38 miRNAs were significantly
upregulated and one miRNA was significantly downregulated
in the cerebrospinal fluid of patients with PSP. The patients were
divided into two groups based on disease stage (early onset and
advanced), and changes in miRNA expression were examined.
The miRNAs that were most significantly upregulated or down‑
regulated in the early onset group were miR‑204‑3p, miR‑873‑3p
and miR‑6840‑5p. The target genes of these miRNAs were
associated with molecules related to the ubiquitin‑proteasome
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system and autophagy pathway. Furthermore, these miRNAs
were found to target genes that have been reported to have
epigenetic changes following an epigenome‑wide association
study of brain tissues of patients with PSP. This suggested that
these miRNAs and genes may have some involvement in the
pathogenesis of PSP. However, the sample size of the present
study was small; therefore, a greater number of patients with
PSP should be examined in future studies.
Introduction
Neurodegenerative diseases are generally progressive and
refractory because they involve irreversible degeneration of
brain neurons and many remain incurable. Treatments to
slow progression after disease onset do not compensate for
neural tissues that have already been lost and do not result in a
retrograde recovery of symptoms. Therefore, it is important to
implement therapeutic interventions and risk management as
early as possible in order to delay disease onset and progres‑
sion and to extend healthy life expectancy (1). However, this is
difficult because diagnosis is based on the detection of clinical
symptoms and neuroimaging abnormalities, which appear
relatively late in the disease course. Nonetheless, molecular
responses to genetic and environmental disorders begin much
earlier, and non‑coding RNA networks have been found to be
involved in these cellular regulatory mechanisms. MicroRNAs
(miRNAs) are small non‑coding RNAs of approximately
20‑25 nucleotides, and more than 2,000 different miRNAs
have been suggested to exist in humans (2). MiRNAs repress
the expression of various genes in vivo and exhibit unique
disease‑specific expression patterns. In addition, miRNAs are
stable in body fluids such as blood, urine, and saliva, which
are easy to collect from living organisms, and can be detected
with high sensitivity (3). Thus, profiling the miRNA expression
patterns may facilitate the detection of diseases at a prelimi‑
nary stage. Indirect evaluation of pathological processes is
particularly important in neurological diseases, where direct
access to tissues for molecular analysis is not possible. Living
neurons and other cells of the central nervous system (CNS)
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secrete miRNAs wrapped in exosomes, microvesicles, and
lipoprotein complexes (4). Interactions between external stimuli
and pathological processes in the brain have been reported to
be reflected in peripheral tissues, and their use as potential
diagnostic markers is of interest. Cerebrospinal fluid (CSF) has
also been shown to contain circulating miRNAs. As the CSF
is in direct contact with the brain, it is said to reflect changes
in the brain and may be suitable as a biomarker (5). Recently,
specific miRNAs in the CSF have been reported in Alzheimer's
disease (6) and Parkinson's disease (PD) (7) and are expected to
be potential diagnostic markers and therapeutic targets.
Progressive supranuclear palsy (PSP) is a progressive
neurodegenerative tauopathy characterized by postural
instability with falls, vertical supranuclear gaze palsy, parkin‑
sonism with poor levodopa response, pseudobulbar palsy,
and frontal release signs (8). The mean age of onset of PSP
is approximately 65 years and the condition leads to death
within approximately 6‑9 years after symptom onset (9,10).
The factors involved in its pathogenesis are still unknown, and
no fundamental treatment has been established. In addition,
the diagnosis of PSP is currently dependent on clinical and
imaging findings, which makes early diagnosis difficult.
It is difficult to differentiate PSP from PD and the other
Parkinsonian syndromes such as multiple system atrophy
(MSA) and corticobasal degeneration (CBD), especially in the
early stages. The differences in the Parkinsonian syndrome,
which has similar clinical symptoms to PSP, are presented in
Table SI. To improve the accuracy of the clinical diagnosis of
Parkinsonian syndrome, CSF markers have been explored (11).
Therefore, we focused on miRNAs as one candidate that could
lead to early diagnosis of PSP.
At present, there are very few reports of miRNA expres‑
sion profiling in PSP. It has been reported that miR‑132 (12),
miR‑147a, and miR‑518e (13) are expressed in the brain tissues
of patients with PSP, but these miRNAs are rarely reported in
biofluids. We herein aimed to examine CSF miRNAs, which
are thought to be a sensitive indicator of changes in the brain,
to elucidate the pathophysiology of PSP and establish specific
biomarkers for diagnosis.
Materials and methods
Participants. Eleven patients with PSP (nine men and two
women; median age, 76 years; range, 68‑82 years) and eight
age‑ and sex‑matched controls (seven men and one woman;
median age, 75.5 years; range, 63‑89 years) were recruited for
the present study between January 2017 and December 2018
from the Department of Neurology, Kagawa University Hospital.
All participants in this study were Japanese. We enrolled patients
fulfilling the Movement Disorder Society (MDS) clinical diag‑
nostic criteria for PSP (MDS‑PSP criteria) (14) and for probable
PSP, Richardson's syndrome (PSP‑RS) phenotype according to
their disease history and clinical information including neuroim‑
aging findings. All patients had sporadic PSP. Patient background
data (age, sex, disease duration, comorbidities, and clinical
parameters) at the time of sample collection were retrospectively
obtained from medical records. Clinical parameters included
scores on the PSP Rating Scale (PSPRS) (15), Mini‑Mental
State Examination (MMSE) (16), Frontal Assessment Battery
(FAB) (17), and Montreal Cognitive Assessment (MoCA) (18).

We assessed brain magnetic resonance imaging scans for find‑
ings suggestive of PSP. Furthermore, we applied the magnetic
resonance parkinsonism index (MRPI) (19) and MRPI 2.0 (20).
The threshold for the MRPI and MRPI 2.0 was >13.88 and
>2.50, respectively (20). Patients with PSP were divided into
two subgroups: The ‘early disease stage’ subgroup included
those who underwent neurological evaluation within 2 years
of symptom onset and the ‘advanced disease stage’ subgroup
included patients who underwent evaluation >2 years after
symptom onset. Patients with concurrent malignant tumors,
psychiatric disorders, collagen diseases, endocrine diseases,
or infections were excluded because these conditions may
alter the expression profile of some miRNAs. Owing to the
above‑mentioned reason, participants in the control group with
concurrent malignant tumors, psychiatric disorders, collagen
diseases, endocrine diseases, or infections were also excluded. In
addition, participants with neurological diseases such as dementia
and parkinsonism were excluded. The study was approved by
the Medical Ethics Committee of Kagawa University (Kagawa,
Japan) (Ethics approval Heisei 22‑002). Participants and controls
received a full explanation of the study purpose and protocol and
provided written informed consent before inclusion in the study.
CSF miRNA expression profiling. CSF samples were obtained
during lumbar puncture between the L3 and L5 vertebrae with the
participant in a lateral supine position. Lumbar punctures were
performed between 9 and 12 am, using a sterile technique and
a 21‑23G spinal needle in accordance with local guidelines. At
least 4 ml of CSF was collected from each participant. CSF was
collected in polypropylene tubes and cytologically controlled to
be free of erythrocytes. The sample was centrifuged (2,000 x g,
4˚C, 10 min), frozen immediately, and stored at ‑80˚C until
use. The CSF was at no time thawed/refrozen. Total RNA was
extracted from 900 µl of frozen CSF using a 3D‑Gene® RNA
extraction reagent (Toray) according to the manufacturer's spec‑
ifications. The BioAnalyzer 2100 system (Agilent Technologies,
Inc.) was used to determine the RNA integrity number (RIN)
for RNA quality assessment. No difference in total RNA
concentration or RIN was observed between the PSP group
and controls. After labeling with a 3D‑Gene miRNA labeling
kit (Toray), the extracted total RNA was hybridized onto the
3D‑Gene® Human miRNA oligo chip Version 22.0 (Toray) with
2,632 fluorescent probes. Hybridization signals were obtained
using a 3D‑Gene 3000 miRNA microarray scanner (Toray).
The raw data of each detected signal were normalized by the
global normalization method, subtracting the mean intensity of
the background signal in each microarray, and the median of
the detected signal intensity was adjusted to 25. Microarray data
have been deposited in NCBI's Gene Expression Omnibus (21)
and are accessible through GEO Series accession number
GSE186921 (https://www.ncbi.nlm.nih.gov/geo/query/acc.
cgi?acc= GSE186921).
Heatmap. Hierarchical clustering was performed on the PSP
and control groups, using a subset of miRNAs determined
to be significantly differentially expressed between the two
groups. The Ward agglomerative method was used to cluster
both the samples and miRNAs. The heatmap was color‑coded
according to the expression levels. The center level of the
color code was set as the median value over all of the values
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Table I. General and clinical characteristics of the participants.
Variable	Control (n=8)

PSP early stage (n=5)

PSP advanced stage (n=6)

Sex, n				
Male
7
3
6
Female
1
2
0
Median (IQR) age at test, years
75.5 (64.8‑79.0)
75.0 (69.0‑76.0)
76.5 (70.8‑79.8)
Median (IQR) disease duration, years	ND	
2 (2)
5 (4‑6)
Median (IQR) PSPRS score,/100
ND
26.0 (24.5‑31.0)
58.0 (51.8‑62.3)
Median (IQR) MMSE score,/30
ND
26.0 (25.0‑28.0)
19.0 (11.5‑20.3)
Median (IQR) FAB score,/18
ND
12.0 (10.5‑13.5)
6.0 (5.0‑9.3)
Median (IQR) MoCA score,/30
ND
21.0 (19.0‑23.0)
8.5 (5.0‑12.8)
Median (IQR) MRPI
ND
30.6 (23.0‑31.2)
42.6 (37.9‑48.1)
Median (IQR) MRPI 2.0
ND
6.8 (5.0‑7.9)
10.9 (9.7‑14.2)

P‑value
0.316a
0.516b
0.005c
0.008c
0.008c
0.042c
0.008c
0.014c
0.008c

Fisher's Exact test; bKruskal‑Wallis test; cMann‑Whitney U test. IQR, interquartile range; ND, not determined; PSP, progressive supranuclear
palsy; PSPRS, progressive supranuclear palsy rating scale; MMSE, Mini‑Mental State Examination; FAB, Frontal Assessment Battery;
MoCA, Montreal Cognitive Assessment; MRPI, Magnetic Resonance Parkinsonism Index.

a

used in the heatmap. Gray color represented mean values,
red indicated an increase, and blue represented a decrease
in expression. The heatmap was created using JMP ® Pro
version 15.1.0 (SAS Institute Inc.).
miRNA target gene bioinformatics analysis. Using in silico
analysis, the target genes of miRNAs were predicted using
the miRDB (http://mirdb.org/miRDB/), Targetscan 7.2
(http://www.targetscan.org/), and mirTarBase version 8.0
(http://mirtarbase.mbc.nctu.edu.tw/) databases. To enhance
the reliability of the bioinformatics analysis, overlapping
target genes were identified in this analysis.
Statistical analysis. For comparisons of clinical characteris‑
tics between the groups, the Mann‑Whitney U test was used
to compare all variables except for sex and age. The Fisher's
exact test and Kruskal‑Wallis test were used to compare sex
and age, respectively. The median (interquartile range) values
for each parameter are presented. Statistical analysis of
miRNA expression levels in each group was conducted using a
non‑parametric Mann‑Whitney U test and the Kruskal‑Wallis
test as appropriate. Benjamini‑Hochberg procedures for
adjusting the false discovery rate (FDR) in multiple compari‑
sons were also applied. Multiple comparisons of continuous
variables among multiple groups were performed using the
Kruskal‑Wallis test, followed by the Steel‑Dwass post‑hoc
test. P‑values of <0.05 were regarded as statistically signifi‑
cant. Statistical analyses were performed using JMP ® Pro
version 15.1.0 (SAS Institute Inc.).

Figure 1. Volcano plot of the miRNAs isolated from the cerebrospinal fluid of
patients with progressive supranuclear palsy and controls. The volcano plot illus‑
trates the relationship between the fold change and significance of the difference
between the two groups. The y‑axis depicts the negative log10 of FDR‑adjusted
P‑values (the horizontal line at 1.3 corresponds to a P‑value of 0.05, a higher
value indicates greater significance) and the x‑axis is the difference in expres‑
sion between the two experimental groups as log2 fold changes (the vertical
lines indicate that miRNAs are either upregulated or downregulated above a
fold change of 2 and 0.7, respectively). The blue color indicates significantly
downregulated miRNAs and the red color indicates significantly upregulated
miRNAs. FDR, false discovery rate; miRNA, microRNA.

Results

scale, MMSE, MoCA, and FAB were significantly lower in
the advanced stage group than in the early stage group. There
was also a significant difference in the imaging scale scores
between the early and advanced stage groups.

Clinical characteristics of participants. The clinical charac‑
teristics are presented in Table I. There were no significant
differences in the sex ratio and age between the PSP and
control groups. The PSPRS scores and disease severity were
significantly higher in the advanced stage group than in the
early stage group. The scores on the cognitive assessment

CSF miRNA expression profile. Of the 2,632 miRNAs
detectable on the 3D‑Gene ® Human miRNA OligoChip
(Version 22.0), 1,104 were detected in all CSF samples from
both the PSP and control groups. The volcano plot (Fig. 1)
shows the relationship between the fold change and signifi‑
cance of 1,104 detectable miRNAs between the two groups.
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Table II. Statistical results, chromosomal locations and known associated diseases of miRNAs which were significantly altered
in patients with progressive supranuclear palsy.
			
FDR adjusted
MiRNA
Fold change P‑value
P‑value

Chromosomal
localization

miRNA‑disease association

Upregulated					
hsa‑miR‑204‑3p
5.50
0.0003
0.0230
9q21.12	Retinal dystrophy and iris coloboma with or
without cataract (22)
hsa‑miR‑4476
3.46
0.0034
0.0230
9p13.2
hsa‑miR‑6132
3.42
0.0015
0.0230
7q31.2
hsa‑miR‑4638‑5p
2.89
0.0003
0.0230
5q35.3
hsa‑miR‑7110‑5p
2.60
0.0044
0.0249
3q21.1
hsa‑miR‑3679‑5p
2.50
0.0015
0.0230
2q21.2
hsa‑miR‑1236‑5p
2.46
0.0011
0.0230
6p21.33
hsa‑miR‑6867‑3p
2.33
0.0026
0.0230
17q21.1
hsa‑miR‑6761‑3p
2.31
0.0011
0.0230
12q24.12
hsa‑miR‑423‑5p
2.30
0.0057
0.0275
17q11.2
hsa‑miR‑7111‑3p
2.25
0.0020
0.0230
6p21.31
hsa‑miR‑3156‑3p
2.24
0.0015
0.0230
21q11.2
hsa‑miR‑12114
2.24
0.0118
0.0382
22q13.33
hsa‑miR‑6889‑5p
2.20
0.0026
0.0230
22q13.2
hsa‑miR‑6740‑3p
2.20
0.0011
0.0230
1q32.1
hsa‑miR‑885‑5p
2.18
0.0020
0.0230
3p25.3
hsa‑miR‑6894‑3p
2.18
0.0020
0.0230
Xp11.22
hsa‑miR‑487b‑5p
2.16
0.0015
0.0230
14q32.31
Neuroblastomas (23)
hsa‑miR‑6820‑5p
2.16
0.0057
0.0275
22q13.1
hsa‑miR‑873‑3p
2.15
0.0008
0.0230
9p21.1
Multiple sclerosis (24)
hsa‑miR‑7109‑3p
2.14
0.0026
0.0230
22q12.2
hsa‑miR‑5193
2.12
0.0015
0.0230
3p21.31
hsa‑miR‑4648
2.10
0.0034
0.0230
7p22.3
hsa‑miR‑10398‑5p
2.10
0.0044
0.0249
6p21.1
hsa‑miR‑1825
2.10
0.0015
0.0230
20q11.21
hsa‑miR‑6870‑5p
2.10
0.0026
0.0230
20p12.2
hsa‑miR‑6825‑5p
2.07
0.0034
0.0230
3q21.3
hsa‑miR‑4700‑3p
2.07
0.0020
0.0230
12q24.31
hsa‑miR‑3622a‑3p
2.05
0.0011
0.0230
8p21.1
hsa‑miR‑5001‑5p
2.04
0.0073
0.0300
2q37.1
hsa‑miR‑6510‑5p
2.04
0.0073
0.0300
17q21.2
hsa‑miR‑4505
2.04
0.0073
0.0300
14q24.3
hsa‑miR‑4665‑5p
2.03
0.0057
0.0275
9p24.1
hsa‑miR‑8485
2.02
0.0008
0.0230
2p16.3
hsa‑miR‑7110‑3p
2.01
0.0073
0.0300
3q21.1
hsa‑miR‑6862‑3p
2.00
0.0015
0.0230
16p12.1
hsa‑miR‑6886‑3p
2.00
0.0034
0.0230
19p13.2
hsa‑miR‑328‑5p
2.00
0.0149
0.0436
16q22.1
Myelogenous leukemia (25)
Downregulated					
hsa‑miR‑6840‑5p
0.62
0.0073
0.0300
7q22.1
Significant differential miRNA expression was determined by a fold change ratio of >2 or <0.7, P<0.05, and FDR‑adjusted P<0.05. Most of
the miRNAs that exhibited changes in the present study were relatively newly discovered, and their target genes and functions were not fully
understood. FDR, false discovery rate; miRNA/miR, microRNA.

Thirty‑eight miRNAs had significantly higher (upregulated)
and one miRNA had significantly lower (downregulated)

normalized values in the PSP group than in the control
group, as assessed by a fold change ratio of >2 or <0.7 and an
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Figure 2. Heatmap representing the hierarchical clustering of aberrantly expressed miRNAs. Samples are arranged in columns and miRNAs in rows. The
miRNA clustering tree is presented on the left and the sample clustering tree is present at the top of each heat map. The heat map depicts the relative expression
intensity for each miRNA: Red cells indicate high levels of expression and blue cells indicate levels of low expression. The orange bar represents the PSP group
and the green bar represents the control group. miRNA/miR, microRNA; PSP, progressive supranuclear palsy.

FDR‑adjusted P‑value of <0.05. These miRNAs are indicated
in Table II. The chromosomal locations of the miRNAs and
known disease associated with the miRNAs (22‑25) are also
presented in Table II.
The extent to which the upper 30 miRNAs with high expres‑
sion levels and one with low expression levels in patients with
PSP separated from controls was further explored by hierar‑
chical clustering, which revealed a clear partition between the
PSP and control groups when the two patients with the longest
disease duration were excluded from the analysis (Fig. 2).
Differences between the early and advanced stage groups.
We selected up‑ and downregulated miRNAs with the most
significant difference in the early stage group. The top two
upregulated miRNAs and the top downregulated miRNA
that were selected are presented in Table III and in Fig. 3.
The expression level of hsa‑miR‑204‑3p in the CSF was
higher than that of other miRNAs. Hsa‑miR‑204‑3p expres‑
sion levels were significantly higher in the early stage group
than in the control group (P=0.0043). Although the difference
was not significant, hsa‑miR‑204‑3p was also increased in the

advanced stage group compared to in the early stage group
(P= 0.0552) (Fig. 3A). Hsa‑miR‑873‑3p was also significantly
elevated in the early stage group (P=0.0043) and remained
high in the advanced stage group (Fig. 3B). In contrast,
hsa‑miR‑6840‑5p was downregulated in the early stage group
compared to controls (P=0.0338) but did not significantly
differ between the early and advanced stage groups (Fig. 3C).
Discussion
In the present study, we investigated changes in the expres‑
sion of a wide range of miRNAs via microarray analysis in
samples from patients with PSP and healthy controls. In
previous studies, the analysis of miRNA expression profiles
among patients with PSP showed that miR‑132 is specifically
downregulated in the brain tissue (12). miR‑147a and miR‑518e
were also significantly upregulated in the forebrain tissue of
patients with PSP (13). In this study, miR‑132 was detected at
low levels in the CSF of all participants. However, miR‑147a
was not detected in the control group but was detected in some
patients with PSP (n=8/11, 73%). miR‑518e‑5p expression was
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Table III. Upregulated and downregulated miRNAs in the subgroups of patients with progressive supranuclear palsy.
MiRNA	

P‑value (Kruskal‑Wallis)

Post hoc (Steel‑Dwass)

Upregulated		
hsa‑miR‑204‑3p		
Control vs. PSP early
0.0043
0.0120
Control vs. PSP advanced
0.0024
0.0068
PSP early vs. PSP advanced
0.0552
0.1338
hsa‑miR‑873‑3p		
Control vs. PSP early
0.0043
0.0120
Control vs. PSP advanced
0.0081
0.0222
PSP early vs. PSP advanced
0.4113
0.6896
Downregulated		
hsa‑miR‑6840‑5p		
Control vs. PSP early
0.0338
0.0853
Control vs. PSP advanced
0.0239
0.0617
PSP early vs. PSP advanced
0.9273
0.9954
miRNA/miR, microRNA; PSP, progressive supranuclear palsy.

Figure 3. Upregulated and downregulated miRNAs in the subgroups of patients with progressive supranuclear palsy. (A) Upregulated miRNA that was
progressively elevated from early to advanced stages of disease. (B) Upregulated miRNA that was elevated from an early stage of illness and maintained that
trend into the advanced stage. (C) Downregulated miRNA in the early stage disease group. **P<0.01, *P<0.05. miRNA/miR, microRNA; n.s., not significant.
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Table IV. Prediction of the genes targeted by the three miRNAs.
miRNA	

Target genes

miR‑204‑3p	UNG, NUP50, TBL1XR1, PIK3C2B, CNNM4, NFASC, KRAS, APOLD1, METTL1, ACAP2,
MOB3A, TGFBR1, SEPT6, XKR7, AJAP1
miR‑873‑3p
MIDN, ZFX, USP36, CC2D2A, CD40LG, MXRA7
miR‑6840‑5p
ENPP1, PFKFB3, ICAM5, IL1RAPL1, FBXL18, PITX1, MGRN1, PPP1R14B
miRNA/miR, microRNA.

significantly downregulated in patients with PSP relative to
controls (fold change ratio=0.76, P=0.03, data not shown), and
there was no significant difference in the expression between
the early and advanced stage groups. The profile of circulating
miRNAs in the CSF in our study differed slightly from that of
miRNAs in the brain tissue reported in previous studies, indi‑
cating that not all altered miRNAs in the tissue are released as
circulating miRNAs.
In addition, miRNAs with altered expression levels were
divided into early and advanced disease stages to understand
the pathophysiology of the disease process by following the
changes in miRNAs over the course of disease. We found
that in the early stages of the disease, hsa‑miR‑204‑3p and
hsa‑miR‑873‑3p expression levels were significantly elevated
in the PSP group compared to those in the control group, and
hsa‑miR‑6840‑5p expression was significantly lower in the
PSP group than in the control group. Genes that change from
an early stage of PSP and show similar changes in the advanced
stage were thought to be more involved in the pathogenesis
of PSP. Genes that show a gradual increase from early to
advanced stages may reflect the process of neurodegeneration.
In silico analysis was performed for each miRNA, and the
significance of miRNA expression changes was examined from
the predicted target genes. The target genes were predicted
using multiple databases, particularly for the miRNAs that
were significantly altered in the early stage group (miR‑204‑3p,
miR‑873‑3p, and miR‑6840‑5p). To further enhance the reli‑
ability of the bioinformatics analysis, overlapping target genes
were identified (Table IV).
miR‑204‑3p was abundantly expressed in the PSP and
control groups, and the expression level showed a small
dispersion and equivalency in the control group. Further, the
expression level in the PSP group increased from the early to
advanced stages of disease. miR‑204‑3p upregulation in the
CSF has not been reported previously, while miR‑204‑5p
expression level was demonstrated to be low in the CSF of
patients with frontotemporal dementia (26) or MSA (27). In this
study, miR‑204‑3p was significantly upregulated in the CSF of
patients with PSP. Activating transcription factor 2 (ATF2) (28),
regulator of G‑protein signaling 5 (RGS5) (29), protein phos‑
phatase, Mg2+/Mn2+ dependent 1K (30), and K homology
domain‑containing, RNA‑binding, signal transduction‑asso‑
ciated protein 1 (KHDRBS1) (31) are confirmed targets of
miR‑204. miR‑204 has been reported to be involved in the
process of autophagy (32). ATF2 is involved in the regulation
of cell proliferation, apoptosis, or autophagy of several cancers,
such as glioblastoma (28), non‑small cell lung cancer (33), and

cervical cancer (34). KHDRBS1 is also known as Sam68 or
p62 and is widely known as the central regulator between
the ubiquitin‑proteasome system and autophagy (35). The
predicted target genes of miR‑204‑3p are listed in Table IV.
Among them, miR‑204‑3p was predicted to target adherens
junctions associated protein 1 (AJAP1) (36). Interestingly,
AJAP1 was found to be hypermethylated in patients with PSP
in an epigenome‑wide association study (EWAS) (37). These
data suggest that miR‑204‑3p may be involved in the patho‑
genesis of PSP.
miR‑873‑3p is reportedly downregulated in the CSF of
patients with PD, but upregulated miR‑873‑3p expression in the
CSF of patients with other neurological disorders has not been
reported previously (7). In the present analysis, miR‑873‑3p
was significantly elevated in the early stage group, suggesting
that miR‑873‑3p may be useful in differentiating PSP and
PD, which can be difficult to distinguish in the early stages.
miR‑873‑3p was predicted to target midbrain nucleolar protein
(midnolin, MIDN) (38‑40). MIDN has been confirmed as a
genetic risk factor for PD (41) and is suggested to be a novel
regulator of parkin expression via the promotion of parkin E3
ubiquitin ligase expression (42). In this regard, hsa‑miR‑873‑3p
may be involved in the differences in the pathogenesis of PSP
and PD.
In this study, miR‑6840‑5p expression was downregulated
in patients with PSP. As shown in Table IV, miR‑6840‑5p
was predicted to target genes such as the gene encoding
F‑Box and leucine‑rich repeat protein 18 (FBXL18) (43) and
Mahogunin ring finger‑1 (MGRN1) (43,44), as previously
reported. Interestingly, FBXL18 was found to be hypo‑
methylated in patients with PSP in an EWAS (37). FBXL18
has been reported to bind directly to leucine‑rich repeat
kinase 2 (LRRK2), regulate LRRK2 stability, and control
LRRK2‑mediated toxicity (45). In contrast, MGRN1, an
E3 ubiquitin ligase of the really interesting new gene finger
family, is a crucial component in autophagy and the ubiq‑
uitin‑proteasome system and is involved in abnormal protein
degradation and quality control. Previous findings have
indicated that dysfunctional MGRN1 can cause neurodegen‑
eration and mitochondrial dysfunction in mouse brains (46).
In summary, we found that many of the genes targeted by
miRNAs with significantly altered expression levels in this
study were involved in the ubiquitin‑proteasome system and
autophagy pathway.
Recently, Ramaswamy's group proposed a role for
miRNAs in the expression of key pathological features of
Parkinsonian movement disorders. Disruption of protein
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homeostasis mechanisms such as autophagy due to miRNA
dysregulation has been suggested to be involved in neurode‑
generation. According to them, miRNAs, such as miR‑204,
play a role in the regulation of the autophagy pathway (47).
Interestingly, the expression of miRNAs, which may be
involved in the autophagy pathway, was also found to be vari‑
able in this study.
There were a number of limitations to this study. The
miRNA expression levels could not be validated, and indi‑
vidual miRNA expression levels should be determined using
reverse transcription quantitative polymerase chain reaction in
the future. In addition, it is necessary to investigate the expres‑
sion of these miRNAs in serum, which is very accessible and
will make it easier to use as a biomarker. Furthermore, the
sample size was small as PSP is a rare disease; moreover, this
was a single‑center study and patients with concurrent malig‑
nant tumors, psychiatric diseases, collagen diseases, endocrine
diseases, or infectious diseases were excluded. In addition,
the collection of CSF samples is more invasive than that of
other body fluid samples such as blood; therefore, the number
of participants was limited, and the study was conducted
on a small sample size. There is only one previous report of
profiling data of CSF miRNAs in PSP patients. An miRNA
panel including 372 miRNAs was used (21). In this study, we
used a microarray chip containing 2632 miRNAs to perform
a comprehensive analysis that included many miRNAs that
had not been analyzed in previous studies. Therefore, most of
the miRNAs that showed changes in this study were relatively
newly discovered, and their target genes and functions were
not fully understood. Thus, there was a limited number of
miRNAs for which in silico analysis was possible. Although
this study is based on data from a small sample size, we
believe that the results of this analysis are significant in terms
of their novelty and originality. In future studies, we would
like to examine miRNA expression in a greater number of
patients with PSP.
In conclusion, we identified miRNAs that were
significantly altered in the CSF of patients with PSP using
microarrays. Among them, some miRNAs (hsa‑miR‑204‑3p,
873‑3p, and 6840‑5p) were significantly altered from an early
stage of the disease. We performed bioinformatics analysis
of the genes associated with these miRNAs and found that
they are involved in processes such as autophagy and the
ubiquitin‑proteasome system, which are relevant to cellular
quality control. Interestingly, we found altered expression
of miRNAs targeting genes that have been reported to show
epigenetic changes following EWAS of DNA from brain
tissues of PSP patients. This suggests that these miRNAs and
genes may have some involvement in the pathogenesis of PSP.
In future studies, we will analyze how miRNAs interact with
such molecules and how they contribute to the pathogenesis
of disease.
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