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Abstract: Epigenetic studies have identified DNA methylation in coronary artery disease
(CAD). How the critical genes interact at the cellular level to cause CAD is still unknown. The
discovery of DNA methylation inspired researchers to explore relationships in genomic coding and
disease phenotype. In the past two decades, there have been many findings regarding the
relationship between DNA methylation and CAD development, and the DNA methylation of critical
genes have been found to be significantly changed during CAD, including DNA methylation at
homocysteine, Alu and long Interspersed Element 1 (LINE-1) repetitive elements. Here, we provide
a brief overview of the biology and mechanisms of DNA methylation and its roles in CAD. We also
discuss recent findings regarding DNA methylation of homocysteine, Alu and LINE-1 and some
genes on CAD in vitro and in vivo. Finally, we provide some perspectives on DNA methylation in
CAD.
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Over the past few decades, coronary artery disease (CAD) has been among the leading cause
of morbidity and mortality worldwide. The number of deaths due to CAD is 56 million globally[1].
CAD is caused by a variety of factors, in which atherosclerosis is the main pathological basis of
CAD (Fig. 1[2]). Epigenetic factors, including DNA methylation, histone modification, chromatin
remodelling and noncoding RNA regulation, have been reported to cause CAD by altering the
interaction between genes and the environment[3]. Among them, DNA methylation is a key

epigenetic process for CAD and its risk factors.



Download English Version:

https://daneshyari.com/en/article/8645549

Download Persian Version:

https://daneshyari.com/article/8645549

Daneshyari.com


https://daneshyari.com/en/article/8645549
https://daneshyari.com/article/8645549
https://daneshyari.com/

