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Abstract 

Background Hypertrophic cardiomyopathy (HCM), one of the most common genetic cardiovascular diseases, but 
cannot be explained by single genetic factors. Circulating microRNAs (miRNAs) are stable and highly conserved. 
Inflammation and immune response participate in HCM pathophysiology, but whether the miRNA profile changes 
correspondingly in human peripheral blood mononuclear cells (PBMCs) with HCM is unclear. Herein, we aimed to 
investigate the circulating non-coding RNA (ncRNA) expression profile in PBMCs and identify potential miRNAs for 
HCM biomarkers.

Methods A Custom CeRNA Human Gene Expression Microarray was used to identify differentially expressed (DE) 
mRNAs, miRNAs, and ncRNAs (including circRNA and lncRNA) in HCM PBMCs. Weighted correlation network analysis 
(WGCNA) was used to identify HCM-related miRNA and mRNA modules. The mRNAs and miRNAs from the key mod-
ules were used to construct a co-expression network. Three separate machine learning algorithms (random forest, 
support vector machine, and logistic regression) were applied to identify potential biomarkers based on miRNAs from 
the HCM co-expression network. Gene Expression Omnibus (GEO) database (GSE188324) and experimental samples 
were used for further verification. Gene set enrichment analysis (GSEA) and competing endogenous RNA (ceRNA) 
network was used to determine the potential functions of the selected miRNAs in HCM.

Results We identified 1194 DE-mRNAs, 232 DE-miRNAs and 7696 DE-ncRNAs in HCM samples compared with normal 
controls from the microarray data sets. WGCNA identified key miRNA modules and mRNA modules evidently associ-
ated with HCM. We constructed a miRNA‒mRNA co-expression network based on these modules. A total of three 
hub miRNAs (miR-924, miR-98 and miR-1) were identified by random forest, and the areas under the receiver operator 
characteristic curves of miR-924, miR-98 and miR-1 were 0.829, 0.866, and 0.866, respectively.

Conclusions We elucidated the transcriptome expression profile in PBMCs and identified three hub miRNAs (miR-
924, miR-98 and miR-1) as potential biomarkers for HCM detection.
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Background
Hypertrophic cardiomyopathy (HCM), a genetic disease 
of the sarcomere, is widely distributed with a prevalence 
of 1:200–1:500 in the general population, but owned 
a high undetected rate [1, 2]. Owing to morphological 
and clinical heterogeneity, many patients have no evi-
dent symptoms throughout their lifetime, but 30–40% of 
HCM patients will experience at least one adverse cardiac 
event, including progressive heart failure (HF), thrombo-
embolic events, or sudden cardiac death (SCD) due to 
ventricular tachycardia [1, 3]. With the advancement in 
the standardized management of HCM, the survival rate 
of HCM patients in dedicated HCM centers has become 
similar to that of the normal population [4, 5]. Therefore, 
prompt identification of the disease and dedicated refer-
rals is important for maintaining such success.

A variety of mechanisms are involved in HCM. Inflam-
mation occurs throughout HCM, and alleviation of 
inflammatory responses may reduce myocardial fibro-
sis [6, 7]. Monocyte activation mediates the aggregated 
infiltration and activation of monocytes–macrophages 
in the myocardium, which in turn promotes myocar-
dial hypertrophy and remodeling [8]. Oxidative stress is 
also involved in HCM. Myocardial hypercontraction in 
HCM increases the energy demand, which in turn leads 
to increased production of reactive oxygen species as 
byproducts of oxidative phosphorylation [9]. Increased 
ROS and insufficient antioxidants place mitochondria in 
a state of oxidative stress, leading to mitochondrial dam-
age [10]. Inflammation, oxidative stress, energy metabo-
lism disorders and mitochondrial dysfunction are all 
involved in HCM.

Surprisingly, in the completed human genome, pro-
tein-coding transcripts account for less than 3% of the 
entire genome, which means that more than 97% of 
transcripts are noncoding RNAs [11]. miRNAs, a class 
of small noncoding RNAs, negatively regulate target 
mRNAs and regulate nearly 2/3 of known human genes 
[12]. Many studies have confirmed that miRNAs are of 
great significance in the pathogeneses of cardiovascu-
lar diseases; for example, they help regulate myocardial 
fibrosis, pathological myocardial hypertrophy, and HF 
[13–15]. In hypertrophic cardiomyocytes, a reciprocal 
repression mechanism between CHRF and miR-489 was 
first described by Wang: CHRF promotes myocardial 
hypertrophy as an endogenous sponge of miR-489 [16]. 
miRNAs are highly conserved, so they have potential to 
be used as biomarkers for physiological and pathological 

processes [17]. Extracellular circulating miRNAs are 
remarkably stable and protected from endogenous RNase 
activity, even under several extreme conditions, such as 
repeated freeze–thaw cycles, boiling, and long-term stor-
age [18].  Furthermore, over 80% of genes expressed in 
heart muscle are also expressed in blood. Blood cells can 
act as sentinels for the diagnosis or prognosis of disease 
(the “Sentinel Principle”). Peripheral blood is an ideal 
surrogate tissue, because it is readily obtainable, provides 
a large biosensor pool in the form of gene transcripts and 
can be used to detect alterations in gene transcript levels 
in response to changes in the macro- and micro-environ-
ments [19].

Recent studies have identified potential competing 
endogenous RNA (ceRNA) regulatory networks in HCM 
myocardial tissue [20]. However, unfortunately, there 
are no circulating miRNAs that are reliable biomark-
ers for the detection of HCM, which limits their wide-
spread application in clinical practice. Peripheral blood 
mononuclear cells (PBMCs) play an important role in the 
immune-inflammation response, so we aimed to deter-
mine the miRNA profile in PBMCs and explore potential 
miRNA biomarkers for HCM.

In this study, we analyzed circulating transcriptome 
expression profile in PBMCs with HCM and identified 
key miRNA and mRNA modules by weighted gene net-
work co-expression analysis (WGNCA). Ultimately, a 
total of three key miRNAs with diagnostic potential were 
screened and further validated based on Gene Expres-
sion Omnibus (GEO) database and by RT-qPCR. Then, 
we predicted the potential ceRNA regulatory network of 
three key miRNAs.

Materials and methods
Sample collection
A total of 22 blood samples, including 6 from normal 
controls (NCs) and 16 from HCM patients (8 hyper-
trophic obstructive cardiomyopathy [HOCM] and 8 
hypertrophic nonobstructive cardiomyopathy [HNCM]), 
were collected when the individuals visited the Inter-
national Cooperation Center for Hypertrophic Car-
diomyopathy, Xijing Hospital, between September 
2019 and January 2020. Plasma was obtained after cen-
trifugation, at 2000 rpm for 10 min, and stored in sterile 
tubes at −  80  °C until further processing. PBMCs were 
extracted with a human PBMC isolation kit (Solarbio). 
Total RNA extraction from PBMCs was performed by 
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TRIzol LS Reagent (Invitrogen), following the manufac-
turer’s instructions. HCM was diagnosed according to 
the 2014 ESC guidelines on the diagnosis and manage-
ment of HCM [21]. Which is defined as a maximum wall 
thickness (MWT) ≥ 13 mm or ≥ 15 mm in any ventricular 
segment for individuals with and without a family history 
of HCM, respectively, with the absence of any abnormal 
secondary causes capable of producing such a magni-
tude of hypertrophy, such as uncontrolled hypertension 
or aortic stenosis (AS), etc. The left ventricular outflow 
tract gradient (LVOTG) was measured with color-guided 
continuous-wave Doppler Echo at rest (Philips Medical 
Systems) and during provocation, such as during Vals-
alva maneuver or exercise stress with a supine bicycle 
(semi-recumbent and tilting bicycle Ergometer; Lode 
BV) [22, 23]. The presence of a peak left ventricular 
LOVTG ≥ 30 mmHg at rest or during exercise provoca-
tion was considered indicative of HOCM, while HNCM 
was defined by LVOTG < 30  mmHg at rest and exer-
cise stress [21, 24]. NCs were individuals who were vis-
ited for screening HCM, but were eventually precluded 
from having HCM due to normal ventricular wall thick-
ness and normal genotype. All participants underwent 
transthoracic two-dimensional and Doppler echocardi-
ography independently conducted by two experienced 
ultrasound technicians. All procedures were conducted 
in accordance with the guidelines of the American Soci-
ety of Echocardiography (ASE) [25]. Genetic testing 
was conducted and analyzed for every participant by 
next generation sequencing (Mygenostics). The test and 
analysis of ceRNA was completed with a custom ceRNA 
human gene expression microarray (2*400 k) by Capital-
Bio Technology.

This study was approved by the ethics committee of 
Xijing Hospital, Fourth Military Medical University, 
and complied with the Declaration of Helsinki. Written 
informed consent was obtained from all participants.

Microarray data analysis
Differentially expressed genes (DEGs) in the microarray 
were screened using the R package limma. P < 0.05 and a 
fold change ≥ 1.5 were considered the cutoffs for DEGs.

miRNA function prediction
miRNA-targeted mRNAs were predicted using miRWalk 
v2.0 (http:// mirwa lk. umm. uni- heide lberg. de) with poten-
tial binding positions in the 3’ UTR [26].

Function enrichment analysis
Gene Ontology (GO) biological process (BP) and Kyoto 
Encyclopedia of Genes and Genomes (KEGG) pathway 
enrichment analyses were performed by the R package 

clusterProfiler with P < 0.05 [27]. The R package GOplot 
was used to show the results of GO BP [28]. Gene set 
enrichment analysis (GSEA) was performed using KEGG 
pathway annotation data and analyzed using the package 
clusterProfiler, and a ridgeline plot was used to show the 
results of GSEA [29].

WGCNA
All miRNAs (2798 miRNAs) and DE-mRNAs from HCM 
and NC imported for weighted gene co-expression net-
work analysis (WGCNA) were merged to construct the 
co-expression network. First, to construct the correlation 
network, the power of β = 6 for miRNA data and β = 9 for 
mRNA data realizes the scale-free topology criterion of 
 R2 > 0.8 in this study (Additional file 1: Figure S1). Second, 
the average linkage hierarchical clustering method was 
applied to cluster DEGs into different modules with dif-
ferent colors. The cut height was set as 0.3, and the num-
ber that was selected as the minimum number of genes in 
each module. Different modules are shown with different 
colors, except the gray module, which contained DEGs 
that could not be merged. Third, the correlation between 
each module and HCM-related traits was calculated 
using Pearson correlation. The module with a P < 0.05 
and the highest correlation coefficient was screened out 
for further analysis [30, 31].

Screening for HCM potential biomarkers
First, the R package caret was used to divide HCM and 
NC samples into a training set and a test set. Then, three 
machine learning algorithm including random forest 
(RF), support vector machine (SVM) and logistic regres-
sion (LR) were used to build classifiers for HCM based 
on the expression of miRNAs from the miRNA‒mRNA 
co-expression network via the R packages randomForest, 
glmnet, and e1071, respectively. The R package pROC 
was used to display the receiver operating characteris-
tic (ROC) curves and calculate the area under the curve 
(AUC). The best-performing classifier with the high-
est AUC was utilized to examine the test set and inde-
pendent external data (GEO accession: GSE188324 data 
set) containing miRNA expression assays with 24 HCM 
patients and 11 NCs. In addition, the best optimal char-
acteristic variables were used for further experimental 
verification.

Real‑time quantitative polymerase chain reaction 
(RT‑qPCR)
The miRNAs contained in the PBMCs were extracted 
using the RNeasy Mini Kit for Small RNA (217004, Qia-
gen) followed with the standard procedures. The reverse 
transcription of pre-miRNAs and mature miRNAs was 

http://mirwalk.umm.uni-heidelberg.de
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Fig. 1 Transcriptome profile analyses of HCM. A Volcano plots of DE-mRNAs, DE-miRNAs and DE-ncRNAs (including DE-lncRNAs and DE-circRNAs) 
between the HCM and NC groups. B Ridge plots of the GSEA results based on KEGG between the HCM and NC groups. X-axis showed the log2 (fold 
change) of per genes present in each KEGG terms, with positive values indicating up-regulated expression and negative values as down-regulated 
expression in HCM. Peaks are colored based on P values as shown by the legend. C Enrichment analysis of DE-mRNAs and DE-miRNAs based on 
KEGG (top) and GO BP (bottom) terms. The dot size showed the number of genes which enriched in the KEGG or GO BP terms, and the color 
represents the P values of the KEGG or GO BP terms
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conducted using the PrimeScript™ RT Reagent Kit 
(RR047A, Takara) and miScript II RT Kit (218161, Qia-
gen). RT-qPCR was performed using the TB Green Pre-
mix ExTaq II Kit (RR 820A, Takara), and U6 was set as 
the expression control. RT-qPCR was conducted on a 
QuantStudio 5 (Thermo Fisher Scientific) with the fol-
lowing protocol: 95  °C for 5 min, 45 cycles of 95  °C for 

10 s, and 60 °C for 30 s. The relative expression of miRNA 
expression was calculated using the comparative cycle 
threshold  2−ΔΔCt method. The primer sequences were 
listed in the Additional file 1: Table S1.

Fig. 2 KEGG pathways in different HCM subgroups. Venn plot showing the common and unique DE-miRNAs (A) and DE-mRNAs (B) in different 
HCM subgroups. C Heatmap showing the P values of the top 5 significant upregulated (left) and downregulated (right) KEGG pathways based on 
the common and unique DE-miRNAs and DE-mRNAs in different HCM subgroups, respectively. The cell color represents the value of − log10(P 
values) in each KEGG term. HOCM obstructive hypertrophic cardiomyopathy; HNCM non-obstructive hypertrophic cardiomyopathy; Com, common 
NCs
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Fig. 3 Identified HCM-related miRNA modules based on WGCNA. A Cluster dendrogram of samples based on the expression of all miRNAs. B 
Cluster dendrogram of co-expression modules by hierarchical clustering of miRNAs. Different colors represent different modules which contains a 
group of highly associated genes. C Heatmap of the correlation between miRNA modules and HCM-related clinical features. The cell is colored by 
correlation coefficient according to the color legend. D Correlation of miRNAs in blue miRNA module with LVOTGmax and MWT, all P < 0.05. HCM, 
hypertrophic cardiomyopathy. LVOTGrest.max, the maximum left ventricular outflow tract gradient at rest. LVOTGactive.max, the maximum left 
ventricular outflow tract gradient after provocation. MWT maximum wall thickness
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Functional prediction of clinical miRNAs for HCM
Gene set variation analysis (GSVA) was used to estimate 
the score of all selected miRNA expression levels for each 
HCM sample. Then, GSEA was used to perform func-
tional prediction between the selected miRNAs with 
high expression levels and the selected miRNAs with low 
expression levels in HCM patients.

Construction of the ceRNA network
According to the ceRNA hypothesis, miRNAs can 
induce gene silencing and downregulate gene expres-
sion by binding to mRNA, and lncRNAs can enrich 
miRNA binding sites and act as miRNA sponges, lead-
ing to changes in the expression levels of miRNA‒target 
mRNAs. Differentially expressed ncRNAs (DE-ncRNAs, 
fold change ≥ 1.5, P < 0.05) in HCM with a highly positive 
correlation coefficient (correlation coefficient > 0.9) for 
mRNAs from mRNA modules and targeted by miRNAs 
based on miRWalk that could bind the same miRNAs 
with related mRNAs based on RNA hybrid prediction 
were used to construct ceRNA networks. Consequently, 
the result was used to construct a ceRNA network in 
Cytoscape.

Statistical analysis
Continuous variables are presented as the mean (stand-
ard deviation, SD) or median (interquartile range, IQR) 
when appropriate, and categorical variables are presented 
as counts (percentages). The independent t test was used 
for the comparison of two continuous variables with a 
normal distribution, and nonnormally distributed data 
were compared using a two-sided nonparametric Mann–
Whitney U test. χ2 or Fisher’s exact test was used for the 
comparison of unordered categorical variables. ROC 
were performed and the area under the ROC (AUC) with 
95% confidence interval, sensitivity and specificity were 
calculated to evaluate the key miRNAs as potential HCM 
biomarkers.

All data were analyzed by SPSS (version 26.0) and R 
software (version 4.1.1). A two-tailed P < 0.05 was consid-
ered to indicate statistical significance.

Results
Baseline characteristics
The baseline clinical characteristics of a total of 22 
samples, including 6 NC and 16 HCM (8 HOCM and 
8 HNCM) were presented in Table 1. In the two HCM 
subgroups, 4 for sarcomere gene positive, including 2 
for MYH7 and 2 for MYBPC3 positive, respectively; 
and the 4 others were gene negative. There was no dif-
ference in mean age, sex, and blood pressure between 

HCM and NC, HOCM and HNCM (all P > 0.05). The 
mean MWT was 24.69 mm, and LVOTGmax was 49.5 
mm Hg in HCM patients. 

Identification of DEGs
To explore the profiles of differentially expressed (DE) 
mRNAs, miRNAs, and ncRNAs between HCM and 
NC, a total of 1194 mRNAs (549 upregulated and 645 
downregulated), 232 miRNAs (212 upregulated and 
20 downregulated) and 7696 ncRNAs (3757 upregu-
lated and 3939 downregulated) were identified (Fig. 1A 
and Additional file  2: Table  S2). Compared with NCs, 
HCM patients exhibited an inflammatory state, with 
overall upregulation of pathways, such as ECM − recep-
tor interaction, cytokine − cytokine receptor interac-
tion and inflammatory bowel disease, based on GSEA. 
In addition, metabolic disorders were also evident in 
HCM, such as tryptophan metabolism upregulation and 
starch and sucrose metabolism downregulation. Fur-
thermore, we investigated the potential biological func-
tions of DE-miRNAs and DE-mRNAs through KEGG 
and GO enrichment analyses. Unlike DE-mRNAs, DE-
miRNAs were rarely associated with signaling mol-
ecules and interactions, such as cytokine − cytokine 
receptor interactions and neuroactive ligand − receptor 
interactions. DE-miRNAs and DE-mRNAs were both 
involved in cell development and the calcium signaling 
pathway. Moreover, DE-miRNAs were directly involved 
in HCM pathogenesis-related pathways, such as HCM 
and dilated cardiomyopathy (Fig. 1B, C). These results 
suggest that transcriptome alterations, especially those 
of miRNAs in PBMCs, may have an important impact 
on the pathogenesis of HCM.

Subgroup analysis in HCM
To further explore the transcriptome in the HCM sub-
types, we determined the DE-mRNAs and DE-miR-
NAs in each subgroup (Fig. 2A, B). The results showed 
that compared with HNCM patients, HOCM patients 
exhibited more unique DE-mRNAs and DE-miRNAs, 
especially downregulated DE-miRNAs. Further analy-
sis showed that upregulated miRNAs in both HNCM 
and HOCM had similar biological functions, while 
upregulated mRNAs in HOCM were more relevant to 
inflammatory pathways than those in HNCM. Distinct 
metabolic changes were also observed between HOCM 
and HNCM. In HOCM, downregulated DE-mRNAs 
exhibited abnormal suppression of the AMP signaling 
pathway and FOX signaling pathway, while downregu-
lated DE-miRNAs were mainly involved in cell prolif-
eration and apoptosis-related pathways (Fig. 2C).
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Fig. 4 Identified HCM-related mRNA modules based on WGCNA. A Cluster dendrogram of samples based on DE-mRNA expression. B Cluster 
dendrogram of co-expression modules by hierarchical clustering of DE-mRNAs. Different colors represent different modules which contains a 
group of highly connected genes. C Heatmap of the correlation between mRNA modules and HCM-related clinical features. The cell is colored by 
correlation coefficient according to the color legend. D Correlation of mRNAs in turquoise mRNA modules with LVOTGmax and MWT, all P < 0.05
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Fig. 5 Identification of the miRNA‒mRNA co-expression network based on key miRNA modules and mRNA modules. A miRNA‒mRNA 
co-expression network based on key miRNA modules and mRNA modules. Circle represents mRNAs from key mRNA modules and triangle 
represents miRNAs from key miRNA modules. Red represents mRNAs or miRNAs up-regulation in HCM, and blue represents mRNAs or miRNAs 
down-regulation in HCM. B Results of GO BP enrichment analysis based on mRNAs from miRNA-mRNA co-expression network. The dot size 
indicated the number of genes which enriched in the GO BP terms, and the color represents the P values of the GO BP terms
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Identification of HCM‑related key miRNA modules 
and mRNA modules via WGCNA
To identify the hub miRNAs and hub mRNAs in HCM, 
WGCNA was used to determine key miRNA modules 
and mRNA modules. First, all miRNAs (a total of 2798 
miRNAs) were used to construct the co-expression net-
work. The clustering results showed that all miRNAs 
were still able to distinguish NCs from patients with 
HCM (Fig.  3A). After WGCNA, these miRNAs were 

clustered into a total of 7 modules using the average link-
age hierarchical clustering algorithm (Fig. 3B and Addi-
tional file  2: Table  S3). Subsequently, we detected the 
correlation between these miRNA modules and clinical 
traits. All the related clinical traits, including the maxi-
mum LVOTG (LVOTGmax) and maximum wall thick-
ness (MWT), were positively correlated with the blue 
miRNA module (all P < 0.05), which indicated that the 
key miRNAs in the blue miRNA module were also 

Fig. 6 Screening and validation of potential biomarkers for the detection of HCM from key miRNAs. A ROC curves of the training set based on three 
ML (SVM, RF, LR) algorithms for distinguishing HCM patients from NCs. B ROC curves of the testing set based on the RF module. C ROC curves of 
external validation (GSE188324) based on the RF module. D Boxplot showing the expression levels of three miRNAs which were important variables 
based on RF in HCM patients and NCs. ** and *** indicated P values < 0.01 and < 0.001. E ROC curves of experimental validation based on the RT-qPCR 
results of three miRNAs for distinguishing HCM patients from NCs
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important for the module itself and clinical characteriza-
tion (Fig. 3C, D).

Then, we adopted the same method to identify key 
mRNA modules in HCM based on a total of 1992 

DE-mRNAs. The clustering results showed that such 
DE-mRNAs were able to distinguish HCM from NC 
cases (Fig.  4A and Additional file  2: Table  S4). After 
WGCNA, these mRNAs were clustered into a total of 5 

Fig. 7 GSEA and ceRNA network of the three target miRNAs. A Upregulation pathway of three miRNAs in the high-expression group compared 
with the low-expression group (top). Downregulated pathways of the three miRNAs in the high-expression group compared with the 
low-expression group (bottom). B ceRNA network of miR-1-5p and miR-98-3p in HCM PBMCs
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modules which involved in different pathways (Fig.  4B 
and Additional file  1: Figure S2). Similarly, the genes in 
the turquoise mRNA module and clinical traits, including 
LVOTG and MWT, were positively correlated with great 
significance (all P < 0.05), so the turquoise mRNA module 
was identified as the key mRNA module (Fig. 4C, D).

Construction of the key miRNA‒mRNA co‑expression 
network in HCM
Then, we constructed a co-expression network based 
on miRNAs and mRNAs from key modules to explore 
the potential relationship between the two key modules. 
Usually, miRNAs suppress the expression of mRNAs, so 
we selected the co-expression pairs with a negative cor-
relation between miRNAs and mRNAs to construct a 
co-expression network including 185 miRNAs and 355 
mRNAs in Cytoscape (Fig. 5A). Further analysis showed 
that the mRNAs from these networks were involved in 
regulating G protein − coupled receptor-related signaling 
pathway and fibroblast growth factor-related biological 
process such as cell chemotaxis to fibroblast growth fac-
tor (Fig. 5B).

Screening and validation of potential biomarkers from key 
miRNAs
To screen potential biomarkers for HCM, we randomly 
divided these miRNAs into training and testing groups, 
used three different machine learning (ML) algorithms 
(including SVM, RF and LR), and showed that all these 
miRNAs were able to discriminate HCM from NC by all 
3 ML algorithms (AUC was 0.770 with SVM, 1.000 with 
RF, and 0.979 with LR, all AUC > 0.75) (Fig. 6A). The RF 
module has the highest AUC value compared with two 
others, and then the validation results of the test group 
and external validation (GSE188324) with RF mod-
ule also showed the potential for the detection of HCM 
(AUC was 0.900 and 0.803, respectively, all AUC > 0.75) 
(Fig.  6B, C). Then, we screened 3 important variables 
based on RF and performed the next experimental vali-
dation, which showed that miR-924, miR-98 and miR-1 
were all significantly elevated in HCM, which was con-
sistent with our gene chip results (Fig. 6D and Additional 
file 1: Figure S3). The AUC of miR-924 was 0.829, that of 
miR-98 was 0.866, and that of miR-1 was 0.866, respec-
tively (Fig. 6E).

GSEA and ceRNA network construction for the three 
selected miRNAs
To explore the potential biological function and regula-
tory network of these three selected miRNAs with diag-
nostic performance, we assigned a specific score value 
for each HCM patient according to the overall expression 
levels of these three miRNAs. Then, HCM patients were 

divided into a high expression group and a low expres-
sion group. Through GSEA, it was found that in patients 
with high expression, genes related to mineral absorption 
and PPAR were upregulated, while genes related to the 
JAK–STAT pathway, sugar absorption and metabolism, 
and viral cardiomyopathy were downregulated (Fig. 7A). 
Furthermore, we constructed a potential ceRNA regula-
tory network of miRNAs on target mRNAs and found 
that miR-1 and miR-98 can regulate the expression of 
ADH1B through the ceRNA network. The lncRNA 
(LINC01923) and the circRNA (hsa-circ-0078634) could 
prevent miRNA binding with ADH1B (Fig. 7B).

Discussion
In this study, we created a differentially expressed tran-
script atlas for PBMCs in HCM. Compared with NCs, 
HCM patients showed more abnormalities in inflamma-
tory signaling, metabolic pathways and calcium path-
ways. Previous studies have shown that abnormalities of 
such pathways in cardiac muscle tissue play an important 
role in the development of HCM, presenting consistent 
changes in PBMCs and myocardial tissue in HCM [32]. 
Furthermore, DE-miRNAs in PBMCs are more relevant 
to HCM-related pathogenic pathways than DE-mRNAs, 
which suggests the importance of circulating miRNA 
alterations for the pathogenesis of HCM and their poten-
tial as diagnostic biomarkers and therapeutic targets.

It has been reported that HOCM accounts for 60–70% 
of all HCM cases [33]. Because of the distinct treat-
ment approaches and prognoses, the discrimination of 
the two subgroups is also significant. Based on the tran-
scriptome atlas, we found more significantly differen-
tially expressed mRNAs in HOCM than in HNCM, and 
these DE-mRNAs were involved in metabolic, apoptosis-
related and proliferation-related pathways. There were 
fewer DE-miRNAs between the two subtypes. These 
results indicated that there were different transcription 
factors and pathways between HOCM and HNCM, even 
though the upregulated miRNAs were functionally con-
sistent between the two subgroups. This may suggest that 
the transcriptome of PBMCs is a potential biomarker to 
distinguish HOCM from HNCM, and may be useful to 
explore the different mechanisms between HOCM and 
HNCM.

WGCNA is an important bioinformatics analysis 
method that builds a network according to systematic 
gene expression to obtain genetic clusters that are func-
tionally similar. We identified 7 miRNA modules and 5 
mRNA modules based on WGCNA, analyzed the poten-
tial biological functions and correlation with clinical 
features of each module. The mRNAs in the turquoise 
mRNA module and miRNAs in the blue miRNA module 
were positively correlated with MWT and LVOTGmax. 
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Based on key miRNA modules and mRNA modules cor-
related with clinical parameters, we identified a potential 
hub miRNA‒mRNA regulatory network and found that 
key miRNAs may regulate genes related to the JAK–
STAT pathway, which is the key pathway in the patho-
genesis of HCM [34].

In the present study, we identified three potential bio-
markers based on ML and experimental verification, 
including miR-1, miR-98 and miRNA-924. miR-1 is a 
highly conserved miRNA with high expression in mus-
cle tissue, particularly heart muscle. As a key regulator of 
cardiac hypertrophy, miR-1 may lead to a marked reduc-
tion in myocardial fibrosis, an improvement in calcium 
handling, inhibition of apoptosis, and inactivation of the 
mitogen-activated protein kinase signaling pathways [35]. 
Such results indicates that miR-1 has beneficial effects in 
preventing maladaptive ventricular remodeling, revers-
ing pressure overload-induced cardiac hypertrophy and 
attenuating pathological remodeling. miR-1 is substan-
tially downregulated in the rat hypertrophic left ventri-
cle and in cardiomyocytes with phenylephrine-induced 
hypertrophy, and overexpression of miR-1 in hyper-
trophic cardiomyocytes reduces the cell size and attenu-
ates the expression of hypertrophic markers, whereas 
silencing of miR-1 in cardiomyocytes results in the hyper-
trophic phenotype [36]. A recent study [37] has shown 
that oxidized miR-1 [7o(8)G-miR-1] can induce cardiac 
hypertrophy, indicating that position-specific oxidation 
of miR-1 could serve as a posttranscriptional mecha-
nism to coordinate pathophysiological redox-mediated 
gene expression. It has been reported that some features 
in the plasma and cardiac tissues exhibit opposite altera-
tion trends in HCM [38]. This may be explained by the 
phenomenon that cardiomyocyte death releases tissue-
enriched miRNAs into the circulatory bloodstream, 
while in HCM, cardiomyocytes die in a staggered man-
ner, in contrast to the abrupt and massive death observed 
in ischemic cardiac disease [39]. Similarly, we observed 
that circulating miR-1 was upregulated, consistent with 
the findings of others [40, 41], although was in contrast to 
the expression of hypertrophic cardiomyocytes [42]. Fur-
thermore, its AUC was 0.866 in external samples (> 0.75, 
which indicates a clearly useful discrimination ability 
[43]), so the single miR-1 in PBMCs had a clearly useful 
ability to discriminate patients with HCM from NCs.

Cardiomyocyte hypertrophy, interstitial fibrosis, 
microvascular dysfunction and abnormal immune 
inflammatory response are pathological features of 
HCM [21, 44]. In this study, miR-98 was also evidently 
upregulated in HCM PBMCs. Upregulation of miR-98 
dramatically ameliorates TGF-β1-induced collagen accu-
mulation in cardiac fibroblasts, reflecting a protective 
effect of miR-98 overexpression against TGF-β1-induced 

cardiac fibrosis [45]. It has demonstrated that miR-98 
negatively regulates cardiac hypertrophy. Since miR-98 
is also upregulated by pressure overload in the mouse 
heart, it may act as a negative feedback regulator of Ang 
II-induced cardiac hypertrophy as well as other forms 
of cardiac hypertrophy [46]. Furthermore, expression 
of miR-98 is also increased by hypoxia. Zhang et al. has 
reported that hypoxia-induced bone marrow mesenchy-
mal stem cells derived exosome miR-98-5p to protect 
against myocardial ischemia–reperfusion injury [47]. 
In addition, miR-98 protects endothelial cells against 
hypoxia/reoxygenation-induced apoptosis by targeting 
caspase-3 and attenuates cardiac ischemia/reperfusion 
(I/R) injury [48, 49]. Similarly, cardiac fibrosis, the acti-
vation of renin–angiotensin–aldosterone system (RAAS) 
and myocardial ischemia/hypoxia may partly explain the 
upregulation of miR-98 in HCM. It has also reported that 
miRNAs are associated with the immune inflammatory 
response. miR-98 is reported to suppress IL-10 expres-
sion in B cells of the heart, which plays an important role 
in myocarditis [50]. In brief, we found miR-98 in PBMCs 
was upregulated, which to some degree may reflect dis-
ease severity, and was associated with cardiomyocyte 
hypertrophy, cardiac fibrosis, microvascular dysfunction, 
cardiac ischemia, and immune inflammatory state. The 
AUC of miR-98 in PBMCs was 0.866 with experimental 
samples, so miR-98 has also a clearly useful ability to dif-
ferentiate patients with HCM from NCs.

Previous research has shown that miR-924 inhibited 
cell proliferation as a tumor suppressor in non-small 
cell lung cancer (NSCLC) and hepatocellular carcinoma 
(HCC) [51, 52]. However, the role of miR-924 in heart 
disease is still unknown. In this study, the AUC of miR-
924 in PBMCs was 0.829, which was also higher than 
0.75. This indicated that miR-924 may also have a clearly 
useful capacity for identifying HCM. However, because 
of the lack of evidence about miR-924 in heart disease, 
more study is needed to verify its exact role in HCM.

Alcohol dehydrogenase-1B (ADH1B), as alcohol 
metabolizing genes, was differentially downregulated in 
many types of cancers, which exists glucose metabolism 
(Warburg Effect) [53]. Similarly, HCM myocardium is 
characterized as disordered energy metabolism, includ-
ing impaired fatty acid oxidation and decreased glucose 
metabolism [9]. It has been reported that ADH1B ∗ 2 
reduces the risk of NASH and fibrosis in adults with 
NAFLD regardless of alcohol consumption status [54]. 
Among East Asians, frequent alcohol use and individuals 
carrying ADH1B (A/A) polymorphisms was associated 
with worse global longitudinal strain, systolic and early 
diastolic strain rates [55]. It suggested that even moder-
ate alcohol consumption imposed subclinical adverse 
effects on cardiac systolic/diastolic functions and cardiac 
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remodeling, which was most evident in subjects carrying 
common alcohol metabolizing genes, including ADH1B. 
Based on such results, ADH1B was involved in energy 
metabolism, organ fibrosis, cardiac remodeling and func-
tion, which were all also the pathophysiological charac-
teristics of HCM, so we speculate ADH1B may correlate 
with HCM. Nevertheless, the exact effect of ADH1B in 
HCM should be further conducted in the future study.

In this manuscript, we found ADH1B was to be regu-
lated by miR-1 and miR-98 in peripheral blood, while the 
gene is mainly related to glucose absorption and energy 
metabolism. Therefore, we speculate that miR-1 and 
miR-98 may regulate energy metabolism by modulating 
the expression of ADH1B, and affect the pathogenesis of 
HCM. Furthermore, lncRNA (LINC01923) and circRNA 
(circ-0078634) can antagonize miR-1 and miR-98, which 
providing new perspectives for potential treatment in the 
future.

In the present study, we depicted the entire transcrip-
tome profile in PBMCs with HCM and identified HCM-
related key miRNA modules and mRNA modules via 
WGCNA. Then, 3 potential biomarker miRNAs (miR-1, 
miR-98, miR-924) were screened from the key miRNAs 
by different ML algorithms. Finally, further verification 
was performed with other external samples by ROC 
curve analysis. These 3 key miRNAs in PBMCs all had a 
potential discriminative ability for HCM.

Conclusion
This study represents a preliminary attempt to delineate 
the entire transcriptome profile in PBMCs with HCM. 
Utilizing bioinformatics analysis and multiple ML algo-
rithms, key miRNA modules and mRNA modules were 
identified, and 3 miRNAs, including miR-1, miR-98 and 
miR-924, were selected and further verified with exter-
nal samples. Such key miRNAs in PBMCs have the 
clearly useful ability to be used as biomarkers for HCM 
detection.

Limitations
This study had several limitations. First, the study was 
performed in a single center. Even though the center is 
one of the largest dedicated HCM centers in China, the 
sample size was relatively small. Furthermore, because 
circulating features are a reflection of the general disease 
state, whether the identified DE-miRNAs are involved 
in HCM pathophysiology and disease progression is still 
undetermined. Finally, although initial external validation 
by RT-qPCR was performed in this study and although 
all 3 key DE-miRNAs exhibited a satisfactory discrimi-
nation ability, research on a large prospective cohort is 

required to address the value for future clinical applica-
tion in HCM detection and diagnosis.

Abbreviations
AUC   The area under the ROC curve
ceRNA  Competing endogenous RNA
DEG  Differentially expressed genes
DE-miRNAs  Differentially expressed miRNAs
DE-mRNAs  Differentially expressed mRNAs
GEO  Gene expression omnibus
GO  Gene Ontology
GSEA  Gene set enrichment analysis
HCM  Hypertrophic cardiomyopathy
HNCM  Non-obstructive hypertrophic cardiomyopathy
HOCM  Obstructive hypertrophic cardiomyopathy
KEGG  Kyoto Encyclopedia of Genes and Genomes
LR  Logistic regression
LVOTG  Left ventricular outflow tract gradient
ML  Machine learning
MWT  Maximum wall thickness
ncRNA  Non-coding RNA
PBMC  Peripheral blood mononuclear cells
RF  Random forest
ROC  Receiver operating characteristic
SVM  Support vector machine
WGCNA  Weighted gene network co-expression analysis

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s40001- 023- 01159-7.

Additional file 1: Figure S1. Effects of different power values on the scale 
independence degree and mean connectivity of co-expression modules. 
A, Analysis of the scale-free fit index for various soft-threshold powers 
in miRNA expression matrix; the red line was set at 0.80. B, Analysis of 
mean connectivity for various soft-threshold powers in miRNA expression 
matrix；C, Analysis of the scale-free fit index for various soft-threshold 
powers in mRNA expression matrix; the red line was set at 0.80. D, Analysis 
of mean connectivity for various soft-threshold powers in mRNA expres-
sion matrix. Figure S2. Functional KEGG enrichment analysis of HCM-
related mRNA modules. Figure S3. Top 5 characteristic variable filtering 
based on RF. A. Top 5 mean decrease accuracy miRNAs based on RF. B. Top 
5 mean decrease Gini miRNAs based on RF. Table S1. Primer sequences 
for miRNAs.

Additional file 2: Table S2. DEGs in HCM compared with NC groups. 
Table S3. miRNAs in miR-modules. Table S4. mRNAs in mRNA-modules.

Acknowledgements
We appreciate Huiting Yang, Yue Wang, Yun Luo, Xinxin Hu, Lu Wang, and 
Yupeng Han for assistance in samples gathering.

Author contributions
LT and LWL conceived and supervised the research. LYG and YC provided 
samples and clinical information, and performed the real data analysis. FYZ 
conducted the functional analysis. HZ performed the verification experiment. 
LYG wrote the original draft. LWL and BW revised the manuscript. LT and YC 
provided funding. All authors have read and approved the final manuscript.

Funding
The present work is financially supported by the National Key R&D Program 
of China (Grant No. 2018YFA0107400), Program for Chang-Jiang Scholars and 
Innovative Research Team in University (Grant No. PCSIRT-14R08) and the 
National Science Foundation of China (Grant No. 81970383 to YC).

https://doi.org/10.1186/s40001-023-01159-7
https://doi.org/10.1186/s40001-023-01159-7


Page 16 of 17Guo et al. European Journal of Medical Research          (2023) 28:205 

Availability of data and materials
All data generated or analyzed in this study are included in this published 
article. All the data are available from the corresponding author on reasonable 
request.

Declarations

Ethics approval and consent to participate
This study was approved by the Ethical Committee of Xijing Hospital 
(KY20150120-1). All methods were performed in accordance with the Declara-
tion of Helsinki.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Department of Cardiology, Xijing Hospital, the Fourth Military Medical 
University, 127 Changle West Road, Xi’an 710032, Shaan Xi, China. 2 Depart-
ment of Ultrasound, Xijing Hospital, the Fourth Military Medical University, 127 
Changle West Road, Xi’an 710032, Shaan Xi, China. 

Received: 10 April 2023   Accepted: 7 June 2023

References
 1. Maron BJ. Clinical course and management of hypertrophic 

cardiomyopathy[J]. N Engl J Med. 2018;379(7):655–68.
 2. Semsarian C, Ingles J, Maron MS, et al. New perspectives on the 

prevalence of hypertrophic cardiomyopathy[J]. J Am Coll Cardiol. 
2015;65(12):1249–54.

 3. Rowin EJ, Maron MS, Chan RH, et al. Interaction of adverse disease 
related pathways in hypertrophic cardiomyopathy[J]. Am J Cardiol. 
2017;120(12):2256–64.

 4. Maron BJ, Desai MY, Nishimura RA, et al. Diagnosis and evaluation of 
hypertrophic cardiomyopathy: JACC State-of-the-Art review[J]. J Am Coll 
Cardiol. 2022;79(4):372–89.

 5. Kimmelstiel C, Zisa D, Kuttab J, et al. Guideline-Based referral for septal 
reduction therapy in obstructive hypertrophic cardiomyopathy is associ-
ated with excellent clinical outcomes[J]. Circulation. 2019;12(7):e007673.

 6. Kuusisto J, Karja V, Sipola P, et al. Low-grade inflammation and 
the phenotypic expression of myocardial fibrosis in hypertrophic 
cardiomyopathy[J]. Heart. 2012;98(13):1007–13.

 7. Satoh T, Nakagawa K, Sugihara F, et al. Identification of an atypical 
monocyte and committed progenitor involved in fibrosis[J]. Nature. 
2017;541(7635):96–101.

 8. Paradis P, Schiffrin EL. CXCL1-CXCR2 lead monocytes to the heart of the 
matter[J]. Eur Heart J. 2018;39(20):1832–4.

 9. Ranjbarvaziri S, Kooiker KB, Ellenberger M, et al. Altered cardiac energet-
ics and mitochondrial dysfunction in hypertrophic cardiomyopathy[J]. 
Circulation. 2021;144(21):1714–31.

 10. Ritterhoff J, Tian R. Metabolism in cardiomyopathy: every substrate 
matters[J]. Cardiovasc Res. 2017;113(4):411–21.

 11. Uchida S, Dimmeler S. Long noncoding RNAs in cardiovascular 
diseases[J]. Circ Res. 2015;116(4):737–50.

 12. Friedman RC, Farh KK, Burge CB, et al. Most mammalian mRNAs are 
conserved targets of microRNAs[J]. Genome Res. 2009;19(1):92–105.

 13. Maron BJ, Maron MS, Maron BA, et al. Moving beyond the sarcomere to 
explain heterogeneity in hypertrophic cardiomyopathy: JACC review 
topic of the week[J]. J Am Coll Cardiol. 2019;73(15):1978–86.

 14. Jiang X, Ning Q. Circular RNAs as novel regulators, biomarkers and poten-
tial therapies in fibrosis[J]. Epigenomics. 2019;11(9):1107–16.

 15. Roncarati R, Viviani Anselmi C, Losi MA, et al. Circulating miR-29a, among 
other up-regulated microRNAs, is the only biomarker for both hypertro-
phy and fibrosis in patients with hypertrophic cardiomyopathy[J]. J Am 
Coll Cardiol. 2014;63(9):920–7.

 16. Wang K, Liu F, Zhou LY, et al. The long noncoding RNA CHRF 
regulates cardiac hypertrophy by targeting miR-489[J]. Circ Res. 
2014;114(9):1377–88.

 17. Vegter EL, Van Der Meer P, De Windt LJ, et al. MicroRNAs in heart 
failure: from biomarker to target for therapy[J]. Eur J Heart Fail. 
2016;18(5):457–68.

 18. Mitchell PS, Parkin RK, Kroh EM, et al. Circulating microRNAs as stable 
blood-based markers for cancer detection[J]. Proc Natl Acad Sci USA. 
2008;105(30):10513–8.

 19. Liew CC, Ma J, Tang HC, et al. The peripheral blood transcriptome 
dynamically reflects system wide biology: a potential diagnostic tool[J]. J 
Lab Clin Med. 2006;147(3):126–32.

 20. Sun Y, Xiao Z, Chen Y, et al. Susceptibility modules and genes in hyper-
trophic cardiomyopathy by WGCNA and ceRNA network analysis[J]. Front 
Cell Dev Biol. 2021;9:822465.

 21. Elliott PM, Anastasakis A, et al. ESC Guidelines on diagnosis and manage-
ment of hypertrophic cardiomyopathy: the Task Force for the Diagnosis 
and Management of Hypertrophic Cardiomyopathy of the European 
Society of Cardiology (ESC)[J]. Eur Heart J. 2014;35(39):2733–79.

 22. Panza JA, Petrone RK, Fananapazir L, et al. Utility of continuous wave 
Doppler echocardiography in the noninvasive assessment of left 
ventricular outflow tract pressure gradient in patients with hypertrophic 
cardiomyopathy[J]. J Am Coll Cardiol. 1992;19(1):91–9.

 23. Lancellotti P, Pellikka PA, Budts W, et al. The clinical use of stress echocar-
diography in non-ischaemic heart disease: recommendations from the 
European Association of Cardiovascular Imaging and the American Soci-
ety of Echocardiography[J]. J Am Soc Echocardiogr. 2017;30(2):101–38.

 24. Gersh BJ, Maron BJ, Bonow RO, et al. 2011 ACCF/AHA guideline for the 
diagnosis and treatment of hypertrophic cardiomyopathy: a report of the 
American College of Cardiology Foundation/American Heart Association 
Task Force on Practice Guidelines[J]. Circulation. 2011;124(24):e783-831.

 25. Lang RM, Badano LP, Mor-Avi V, et al. Recommendations for cardiac 
chamber quantification by echocardiography in adults: an update from 
the American Society of Echocardiography and the European Association 
of Cardiovascular Imaging[J]. J Am Soc Echocardiogr. 2015;28(1):1–39.

 26. Dweep H, Gretz N. miRWalk2.0: a comprehensive atlas of microRNA-
target interactions[J]. Nat Methods. 2015;12(8):697.

 27. Yu G, Wang LG, Han Y, et al. clusterProfiler: an R package for comparing 
biological themes among gene clusters[J]. OMICS. 2012;16(5):284–7.

 28. Walter W, Sanchez-Cabo F, Ricote M. GOplot: an R package for visually 
combining expression data with functional analysis[J]. Bioinformatics. 
2015;31(17):2912–4.

 29. Subramanian A, Tamayo P, Mootha VK, et al. Gene set enrichment analysis: 
a knowledge-based approach for interpreting genome-wide expression 
profiles[J]. Proc Natl Acad Sci USA. 2005;102(43):15545–50.

 30. Langfelder P, Horvath S. WGCNA: an R package for weighted correlation 
network analysis[J]. BMC Bioinform. 2008;9(1):559.

 31. Deng X, Bi Q, Chen S, et al. Identification of a five-autophagy-related-
lncRNA signature as a novel prognostic biomarker for hepatocellular 
carcinoma[J]. Front Mol Biosci. 2020;7:611626.

 32. Manjarrez-Gutierrez G, Valero-Elizondo G, Serrano-Hernandez Y, et al. 
Hypertrophic cardiomyopathy induces changes in the tryptophan-
5-hydroxylase, serotonin transporter and serotonergic receptors 
expressions[J]. Gac Med Mex. 2022;158(6):386–92.

 33. Ommen SR, Semsarian C. Hypertrophic cardiomyopathy: a prac-
tical approach to guideline directed management[J]. Lancet. 
2021;398(10316):2102–8.

 34. Zhang XZ, Zhang S, Tang TT, et al. Bioinformatics and immune infiltration 
analyses reveal the key pathway and immune cells in the pathogenesis of 
hypertrophic cardiomyopathy[J]. Front Cardiovasc Med. 2021;8:696321.

 35. Karakikes I, Chaanine AH, Kang S, et al. Therapeutic cardiac-targeted 
delivery of miR-1 reverses pressure overload-induced cardiac hyper-
trophy and attenuates pathological remodeling[J]. J Am Heart Assoc. 
2013;2(2):e000078.

 36. Li Q, Song XW, Zou J, et al. Attenuation of microRNA-1 derepresses 
the cytoskeleton regulatory protein twinfilin-1 to provoke cardiac 
hypertrophy[J]. J Cell Sci. 2010;123:2444–52.

 37. Seok H, Lee H, Lee S, et al. Position-specific oxidation of miR-1 encodes 
cardiac hypertrophy[J]. Nature. 2020;584(7820):279–85.



Page 17 of 17Guo et al. European Journal of Medical Research          (2023) 28:205  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 38. Wang W, Wang J, Yao K, et al. Metabolic characterization of hypertrophic 
cardiomyopathy in human heart[J]. Nature Cardiovasc Res. 2022. https:// 
doi. org/ 10. 1038/ s44161- 022- 00057-1.

 39. Palacin M, Coto E, Reguero JR, et al. Profile of microRNAs in the plasma of 
hypertrophic cardiomyopathy patients compared to healthy controls[J]. 
Int J Cardiol. 2013;167(6):3075–6.

 40. Liebetrau C, Mollmann H, Dorr O, et al. Release kinetics of circulating 
muscle-enriched microRNAs in patients undergoing transcoronary abla-
tion of septal hypertrophy[J]. J Am Coll Cardiol. 2013;62(11):992–8.

 41. Thottakara T, Lund N, Kramer E, et al. A Novel miRNA screen identifies 
miRNA-4454 as a candidate biomarker for ventricular fibrosis in patients 
with hypertrophic cardiomyopathy[J]. Biomolecules. 2021. https:// doi. 
org/ 10. 3390/ biom1 11117 18.

 42. Li M, Chen X, Chen L, et al. MiR-1–3p that correlates with left ventricular 
function of HCM can serve as a potential target and differentiate HCM 
from DCM[J]. J Transl Med. 2018;16(1):161.

 43. Alba AC, Agoritsas T, Walsh M, et al. Discrimination and calibration of clini-
cal prediction models: users’ guides to the medical literature[J]. JAMA. 
2017;318(14):1377–84.

 44. Cannon RO, Rosing DR, Maron BJ, et al. Myocardial ischemia in patients 
with hypertrophic cardiomyopathy: contribution of inadequate vasodila-
tor reserve and elevated left ventricular filling pressures[J]. Circulation. 
1985;71(2):234–43.

 45. Cheng R, Dang R, Zhou Y, et al. MicroRNA-98 inhibits TGF-beta1-induced 
differentiation and collagen production of cardiac fibroblasts by target-
ing TGFBR1[J]. Hum Cell. 2017;30(3):192–200.

 46. Yang Y, Ago T, Zhai P, et al. Thioredoxin 1 negatively regulates angiotensin 
II-induced cardiac hypertrophy through upregulation of miR-98/let-7[J]. 
Circ Res. 2011;108(3):305–13.

 47. Zhang L, Wei Q, Liu X, et al. Exosomal microRNA-98–5p from hypoxic 
bone marrow mesenchymal stem cells inhibits myocardial ischemia-
reperfusion injury by reducing TLR4 and activating the PI3K/Akt signaling 
pathway[J]. Int Immunopharmacol. 2021;101:107592.

 48. Li HW, Meng Y, Xie Q, et al. miR-98 protects endothelial cells against 
hypoxia/reoxygenation induced-apoptosis by targeting caspase-3[J]. 
Biochem Biophys Res Commun. 2015;467(3):595–601.

 49. Hu Y, Xiong J, Wen H, et al. MiR-98–5p promotes ischemia/reperfu-
sion-induced microvascular dysfunction by targeting NGF and is a 
potential biomarker for microvascular reperfusion[J]. Microcirculation. 
2021;28(1):e12657.

 50. Chen X, Dong S, Zhang N, et al. MicroRNA-98 plays a critical role in 
experimental myocarditis[J]. Int J Cardiol. 2017;229:75–81.

 51. Fan H, Lv P, Mu T, et al. LncRNA n335586/miR-924/CKMT1A axis contrib-
utes to cell migration and invasion in hepatocellular carcinoma cells[J]. 
Cancer Lett. 2018;429:89–99.

 52. Wang H, Chen X, Yang B, et al. MiR-924 as a tumor suppressor inhibits 
non-small cell lung cancer by inhibiting RHBDD1/Wnt/beta-catenin 
signaling pathway[J]. Cancer Cell Int. 2020;20:491.

 53. Sakharkar MK, Rajamanickam K, Ji S, et al. Pairwise correlation of genes 
involved in glucose metabolism: a potential diagnostic marker of 
cancer?[J]. Genes Cancer. 2021;12:69–76.

 54. Vilar-Gomez E, Sookoian S, Pirola C, et al. ADH1B∗2 is associated with 
reduced severity of nonalcoholic fatty liver disease in adults, independ-
ent of alcohol consumption[J]. Gastroenterology. 2020;159(3):929–43.

 55. Hung C, Chang S, Chang S, et al. Genetic polymorphisms of alcohol 
metabolizing enzymes and alcohol consumption are associated with 
asymptomatic cardiac remodeling and subclinical systolic dysfunc-
tion in large community-Dwelling Asians[J]. Alcohol Alcoholism. 
2017;52(6):638–46.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1038/s44161-022-00057-1
https://doi.org/10.1038/s44161-022-00057-1
https://doi.org/10.3390/biom11111718
https://doi.org/10.3390/biom11111718

	Characterization of the circulating transcriptome expression profile and identification of novel miRNA biomarkers in hypertrophic cardiomyopathy
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Materials and methods
	Sample collection
	Microarray data analysis
	miRNA function prediction
	Function enrichment analysis
	WGCNA
	Screening for HCM potential biomarkers
	Real-time quantitative polymerase chain reaction (RT-qPCR)
	Functional prediction of clinical miRNAs for HCM
	Construction of the ceRNA network
	Statistical analysis

	Results
	Baseline characteristics
	Identification of DEGs
	Subgroup analysis in HCM
	Identification of HCM-related key miRNA modules and mRNA modules via WGCNA
	Construction of the key miRNA‒mRNA co-expression network in HCM
	Screening and validation of potential biomarkers from key miRNAs
	GSEA and ceRNA network construction for the three selected miRNAs

	Discussion
	Conclusion
	Limitations
	Anchor 30
	Acknowledgements
	References


