
 

 

Iran J Public Health, Vol. 51, No.5, May 2022, pp.1152-1160                                                Original Article 

 

 
                                         Copyright © 2022 Gholipour et al. Published by Tehran University of Medical Sciences. 

This work is licensed under a Creative Commons Attribution-NonCommercial 4.0 International license. 
                        (https://creativecommons.org/licenses/by-nc/4.0/). Non-commercial uses of the work are permitted, provided the original work is properly cited 

 
1152                                                                                                      Available at:    http://ijph.tums.ac.ir 

 

 

 

Bioinformatics Analysis to Find Novel Biomarkers for Coronary 
Heart Disease 

 
Akram Gholipour 1, Farshad Shakerian 2,3, Ali Zahedmehr 3, Shiva Irani 1,  

*Mahshid Malakootian 2, *Seyed Javad Mowla 4  
 

1. Department of Biology, Science and Research Branch, Islamic Azad University, Tehran, Iran 
2. Cardiogenetic Research Center, Rajaie Cardiovascular Medical and Research Center, Iran University of Medical Sciences, Tehran, 

Iran 
3. Cardiovascular Intervention Research Center, Rajaie Cardiovascular Medical and Research Center, Iran University of Medical 

Sciences, Tehran, Iran 
4. Department of Molecular Genetics, Faculty of Biological Sciences, Tarbiat Modares University, Tehran, Iran 

 

*Corresponding Authors: Email: sjmowla@yahoo.com; Malakootian@rhc.ac.ir 
 

(Received 15 Jan 2021; accepted 19 Apr 2021) 
 

 
 

Introduction 
 
Coronary heart disease (CHD), also known as 
coronary artery disease (CAD), is the most com-
mon type of heart disease causing more than 
365,000 deaths in 2017 (1). CAD is characterized 

by the accumulation of plaque, combination of 
fat, cholesterol, and calcium deposits in the coro-
nary arteries, and may cause heart attack and/or 
other clinical complications (2). The traditional 
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Background: Coronary heart disease (CHD), a major cause of death worldwide, is defined as a narrowing or 
blockage of the coronary arteries that supply oxygen and blood to the heart. We aimed to find potential bi-
omarkers for coronary artery disease, by comparing the expression profile of blood exosomes of both normal 
and CHD samples. 
Methods: Datasets of 6 CHD and 6 normal samples of blood exosomes were downloaded, and differentially 
expressed RNAs, with adjusted P<0.01 and log2FoldChange≥1 were achieved. Moreover, gene ontology (GO) 
and pathway analysis were accomplished by PANTHER database for datasets.  
Results: Our data analysis found 119 differentially expressed genes between two datasets. By comparing tran-
scriptome profiles, we candidate the highest downregulated gene, ACSBG1, and the highest upregulated one, 
DEFA4, as specific biomarkers for CHD. Furthermore, GO and pathway analysis depicted that aforementioned 
differentially expressed genes are mostly involved in different molecular metabolic process, inflammation, im-
mune system process and response to stimulus pathways which all cause cardiovascular diseases.  
Conclusion: We have provided new potential biomarkers for CHD, though experimental validation is still 
needed to confirm the suitability of the candidate genes for early detection of CHD.  
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risk factors for CAD are high LDL cholesterol, 
low HDL cholesterol, high blood pressure, posi-
tive family history, diabetes, and smoking (3, 4). 
Although there has been some progress in diag-
nosis of CAD over recent years, finding specific 
and sensitive biomarkers is still essential for this 
common heart disease. Studies on non-invasive 
biomarkers have mainly focused on early detec-
tion of diseases, including CHD (5-7). Therefore, 
increasing demand for rapid screening as well as 
intervention in subsequent analyses suggests the 
importance of searching for such biomarkers (8).  
Serum or plasma (blood) samples are easily ac-
cessible and provide critical information to un-
derstand the biological characteristics of diseases 
(9). Exosomes is another important element in 
blood, which can act as a drug delivery vehicle 
and can be exploited for therapy in different clin-
ical perspectives (10).  
In recent years, transcriptome profiling has been 
broadly utilized to understand cellular states by 
exploring the expression patterns of genes in dif-
ferent samples and suggests appreciated infor-
mation on the biological processes that leads to 
the given disease (11).  
In the current study, bioinformatics analyses were 
applied to find and introduce specific biomarkers 
for CAD, by examining the differential expres-
sion profile of exosomes obtained from CAD 
and normal samples, and to recommend the im-
portant pathways involved in CHD. 
 

Materials and Methods 
 
Datasets and samples 
All datasets were downloaded from the NCBI 
Gene Expression Omnibus (GEO). CHD and 
normal samples were obtained from GSE99985 
and GSE100206, respectively. These data are a 
complete transcriptome profiling that reveals 
abundant RNAs in blood exosomes. 1-4 ml of 
plasma and serums had been used to extract exo-
somal RNAs (12). 
 

Bioinformatics analysis to identify differen-
tially expressed genes 
Adapter sequences were removed by Trimmo-
matic version 0.36, and sequence reads were 
aligned to the human genome (hg38) with 
HISAT2 2.1.0 to analyze the downloaded da-
tasets. Then, the GEN CODEV30 (hg38) data-
base was applied for analyzing the expression 
pattern of the genes. The read counts of each 
transcript were considered by HTSeq-0.9.1. In 
this study, 6 CHD versus 6 normal samples were 
analyzed to identify differentially expressed (DE) 
genes. Statistically, significant differentially ex-
pressed genes were identified using edgeR soft-
ware in the R program with log2FoldChange≥1 
and adjusted P<0.01. Volcano plot was used to 
illustrate differentially expressed genes. 
 
Functional enrichment analysis 
We used PANTHER database to perform GO 
(Gene ontology) and pathway analysis to acquire 
important biological pathways among CHD pa-
tients and Normal samples.  
 

Results 
 
Differentially expressed genes in normal ver-
sus CHD samples 
Our analysis by edgeR package revealed that 119 
genes had differential expression between normal 
samples versus CHD ones. Among them, 93 
genes were upregulated and 26 genes were down-
regulated (Fig.1, supplementary 1).  
The Acyl-CoA Synthetase, Bubblegum Family 
member 1(ACSBG1), ENSG00000103740.9, and 
Defensin alpha 4 (DEFA4), 
ENSG00000164821.4, with the logFC= -
10.816645 and logFC= 8.959236, respectively, 
were the most downregulated and upregulated 
genes in patients’ samples. Therefore, we intro-
duced them as probable biomarkers with the 
most differential expression in patients’ samples 
versus normal ones. 
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Fig. 1: Volcano plot shows differentially expressed genes. Red dots indicate differentially expressed genes in which 

the up-regulated genes with positive logFC were located in upper part of the graph(+0) and the down-regulated 
genes with negative logFC were mapped to the lower part of the graph(-0). Nonsignificant genes were illustrated in 

black dots 

 
Gene ontology enrichment analysis 
Gene ontology analyses were applied to explore 
the function of DE genes. In this part, biological 
processes (BP), cellular component (CC) and mo-
lecular function (MF) of genes with differential 
expression patterns were examined. In general, 
examining GO analysis, biological regulation, 
processes related to cell proliferation and biogen-
esis, metabolic and catalytic processes, as well as 
processes involved in immune responses had a 
great effect on the creation of this disease. The 
top significant terms enriched in GO analysis of 
the DE genes are shown in (Fig. 2A-C).  

In addition, the presence of the ACSBG1 and 
DEFA4, as genes with the highest differential 
expression, was examined in BP more precisely. 
ACSBG1 gene has important role in cellular met-
abolic and immune responses which are major 
parts of cellular process and immune system pro-
cess in significant terms enriched of BP, respec-
tively. Moreover, DEFA4 gene has vital role in 
immune response and response to stress that is 
part of the immune system process and response 
to stimulus as significant terms enriched in BP, as 
well (Fig. 3A-C).  
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Fig. 2: Gene ontology (GO) enrichment analysis of differentially expressed genes. A) Biological process (BP) shows 
that the majority of the differentially expressed genes involve in biological regulation. B) Cellular component (CC) 

demonstrates that the genes with differential expression have roles in different cellular processes. C) Molecular 
function (MF) shows that those genes implicates in binding and catalytic activities 
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Fig. 3: Three major parts of biological process are cellular process, response to stimulus, and immune system processes which each has more 
detailed categories. A)Cellular process demonstares that ACSBG1 gene has an important role in cellular metabolic. B)Response to stimulus 

reveals that DEFA4 gene has a significant role in response to stress. C)Immune system process shows that ACSBG1 and DEFA4 genes have 
important roles in immune response 

 
Pathway enrichment analysis 
Pathway enrichment analysis determined that in-
flammation mediated by chemokine and cytokine 
signaling pathways is one of the important path-
ways in the development of cardiovascular dis-
eases. Examination of the genes in this pathway 
also revealed that platelet factor 4 (PF4) and 
regulation of G-protein signaling 18 (RGS18), 
which is downregulated in CHD patients, have 
differential expression in this part of pathway 
enrichment analysis. 

 Moreover, blood coagulation and TGF-beta sig-
naling pathways were the other influenced path-
way in CHD disease. The top ten significant 
terms pathways enriched DE genes are shown in 
Fig. 4. 
GO and pathway analysis results revealed that 
cellular and immune system processes, metabolic 
process, response to stimulus, blood coagulation 
and inflammation are the most important path-
ways demonstrated in blood exosomes of CHD 
disease.  

 

 
Fig. 4: The top significant terms pathways enriched differential expressed genes. The largest percentage of the DE 
genes involve in the inflammation mediated by chemokine and cytokine signaling pathway which is shown in green 
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Discussion  
 
CHD is a prevalent disease estimated that a new-
ly diagnosed American will suffer from the dis-
ease every 42 seconds. CHD causes about one-
third of all deaths in people older than 35 yr 
worldwide (2).  
There are numerous cardiovascular disease bi-
omarkers such as the cardiac natriuretic peptides 
and the cardiac troponins which are currently 
powerful markers utilized in clinic (13, 14). Tran-
scriptom-based biomarkers are recent advances 
in cardiovascular biomarker field. Weinberg and 
colleagues identified ST2 gene by microarray 
analysis which is upregulated in cardiac myocytes 
and regulates inflammation and immunity (15, 
16). Gene expression microarray analysis showed 
that serum and plasma level of GDF-15, a distant 
member of the TGF-β cytokine superfamily, is a 
strong predictor for acute coronary syndromes 
and heart failure (17). Therefore, gene expression 
analyses influenced the area of biomarker identi-
fication in the cardiovascular field (18). Recently, 
the study of cardiac markers has been extensively 
developed. However, there are some limitations 
in cardiac markers and current assays have failed 
to provide a good specificity for the disease, and 
also some of the markers are not suitable for ear-
ly detection (19). Therefore, the importance of 
the present study is that it examines the genes in 
CHD that could be identified as possible bi-
omarkers that allow us to move from efficiency 
to clinical effectiveness.  
In addition, the introduction of accurate bi-
omarkers capable of decreasing invasiveness and 
the cost of diagnostic testing of CHD will be val-
uable (20). We applied gene expression analysis 
based on RNA-sequencing analysis to find some 
potential transcriptomics-based biomarkers for 
CAD. The bioinformatic analysis introduced 
ACSBG1 and DEFA4 genes as probable diag-
nostic biomarkers for CHD patients. In line with 
this finding, Acyl-CoA Synthetase and Bubblegum 
Family member 1 genes downregulated in patients 

suffering from CHD play important roles in met-
abolic pathways and immune responses. 
ACSBG1 is an enzyme encoded by the ACSBG1 
gene in humans. This gene influences the fatty 
acid beta-oxidation (peroxisome) and therefore 
regulates lipid metabolism. Fatty acids are incor-
porated into membranes and signaling molecules 
and have some roles in energy storage and me-
tabolism (21, 22). ACSBG1 gene was downregu-
lated in skin of psoriatic patients. Psoriasis is 
characterized by chronic inflammatory, immuno-
logical, and vascular abnormalities. The genes 
involved in lipid metabolism were important me-
diators in this disease (23). Since some of the risk 
factors of CAD are related to lipid metabolism 
that involves the biosynthesis and degradation of 
cholesterol, triglycerides, and lipoproteins, the 

transcriptome analysis is an efficient way to sur-
vey important interactions between genes and 
metabolic pathways (24-26).  
The most upregulated candidate exosomal bi-
omarker was Defensin alpha 4 which has roles in 
response to stress and immune responses. 
DEFA4 has corticostatic activity too and may 
modulate lymphocyte activity. DEFA4 also 
known as human neutrophil peptides is one of 
the abundant proteins in the granules of neutro-
phils and is also expressed in subset populations 
of lymphocytes and monocytes (27, 28). Gene 
expression of DEFA1/3 and DEFA4 were ana-
lyzed in healthy salivary gland tissue in compari-
son with salivary gland tumors. The gene expres-
sion of DEFA-1/3 and -4 was significantly in-
creased in tumors that underline importance of 
immunological reactions during tumorigenesis 
(29).  
CHD can cause cardiac injury and immediately 
activate neutrophil recruitment in the myocardi-
um (30). On the other hand, coronary heart dis-
ease is associated with inflammation mechanisms 
that have played essential roles in formation of 
plaque, thrombosis and oxidative stress (31-33). 
This gene may have prominent role in the CHD 
and could be a good biomarker for this disease. 
Although it needs more experimental analysis to 
confirm this.  
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A couple of studies demonstrated that exosomes 
(Circulating extracellular vesicles) are generated 
by cells and released into body fluids and carried 
cell-specific materials like proteins, lipids, and 
genetic materials taken up selectively by target 
cells. Exosomes can regulate cell function, and as 
a result, examining them can be a non-invasive 
way to detect biomarkers in a variety of diseases, 
and they may reflect disease processes (34, 35). 
Plasma extracellular vesicles are under investiga-
tion as vehicles for proteins that play a role in 
cardiovascular disease. Some studies reported 
that the levels of exosomes and endothelial dys-
function are associated with cardiometabolic risk 
and heart failure (36, 37). The levels of Serpin F2, 
Serpin G1, Cystatin C, and CD14, as extracellular 
vesicle proteins, were associated with vascular 
events and presence of heart failure in patients 
(38).  
 

Conclusion 
 
The differentially expressed genes, ACSBG1 and 
DEFA4, are introduced here as potential bi-
omarkers of CHD disease. These two genes play 
important roles in several pathways involved in 
the pathogenesis of coronary heart disease such 
as metabolic pathways, response to stress and 
immune system process. The existence of these 
genes in exosomes of CHD patients suggests a 
probable role for them as suitable biomarkers of 
the disease. However, to further confirm the bio-
informatics analysis data, we need to verify the 
results experimentally in big population size of 
normal and CHD patients.  
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