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Abstract

Background: DNA-hypomethylation is an epigenetic process inducing several degenerative diseases and healthy aging too.

Aim: In this review, we explained the mechanism responsible for DNA-hypomethylation and illustrated the main degenerative diseases depending from 
that. 

Methods: The process originates by an increased homocysteine (Hcy) serum levels, that impairs S-Adenosyl-Methionine/S-Adenosyl-Homocysteine ratio 
(SAM/SAH ratio), also named as methylation index. This inhibits the enzymes: methyl transferases and thus, DNA methylation.

Results: The mechanisms originating from DNA-hypomethylation, as a cause of early and massive atherosclerosis, were illustrated in detail. Also mood 
depression, some degenerative brain’s diseases, as Alzheimer and Parkinson were significantly dependent on DNA-hypomethylation, even through these have 
a multifactorial origin. Some cancers and healthy aging even somehow have bound to DNA-hypomethylation.

Conclusions: DNA-hypomethylation is a fundamental biological reaction, responsible for several human diseases and due to increased Hcy levels. But, 
vitamins B6-9-12 supplementation, even through reduces the increased Hcy concentration, seems unable to cancel this epigenetic change.

ABBREVIATIONS
DNA: Desossi Nucleic Acid; CH3: Methyl Group; Hcy: 

Homocysteine; CpG: Cytosine Phosphate Guanine; CpA: Cytosine 
Phosphate Adenine; CpT: Cytosine Phosphate Timine; CpC: 
Cytosine phosphate Choline; DNMTs: DNA Methyltransferases; 
RNA: Ribonucleic Acid; MTHFR: Methylene Tetra 
Hydrofolatereductase; MS: Methionine Synthase; ATP: Adenosine 
Tri Phosphate; SAM: S-Adenosyl Methionine; SAH: S-Adenosyl 
Homocysteine; MAT: Methionine Adenosyl Transferases; HHcy: 
Hyper-Homocysteine; VSMCs: Vascular Smooth Muscle Cells; 
AD: Alzheimer Disease; PD: Parkinson Disease; PRMTs: Protein 
Arginine Methyl Transferases; ADMA: Asymmetric di Methyl 
Arginine; GC: Guanine Cytosine

INTRODUCTION
DNA-methylation is a biological process essential for to initiate 

some degenerative diseases. It consists in the covalent transfer 
of a methyl group (CH3) to the cytosine ring of DNA [1]. The 
methyl-group can be delivered directly by dietary methyl donors 

including methionine, folate, betaine choline or homocysteine 
(Hcy). It is defined such as the process aimed to the maintenance 
of normal DNA structure, contributing to control gene expression 
and chromosomal stability. Specifically, it occurs at CpG 
(cytosine-phosphate-guanine) sites and results in the conversion 
of the cytosine to 5-methyl-cytosine. But besides the CpG site, 
DNA methylation can also occur at different sites, such as CpA; 
CpT; CpC. The addition of methyl-groups to DNA is controlled by 
a family of enzymes called DNA methyl-transferases (DNMTs) 
that are important for establishment and maintenance of the 
methylation process [2]. In accordance, DNA hypo-methylation 
caused by methylation deficiency is important too [3]. It has been 
proposed as a molecular marker in multiple biological processes. 
Particularly, DNA-hypomethylation is associated with a some 
key processes including genomic imprinting, atherosclerosis, 
neurodegenerative, autoimmune and some metabolic diseases, 
aging, repression of repetitive elements, and carcinogenesis. 
DNA-hypomethylation is able to induce changes of the genome 
function without changes in the DNA sequence [4]. These 
modifications are named “Epigenetics” and were firstly coined 
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by Conrad Hal Waddington in 1942 [5]. The term “Epigenetics” 
refers to heritable changes in gene expression that does not 
involve changes in the underlying DNA sequence, inducing a 
change in phenotype without changes in genotype. Referring to 
the epigenetic changes, three systems there are to sustain that 
(DNA-methylation, histone modifications and non coding RNA).

In this review, we illustrate the mechanisms inducing DNA-
hypomethylation and the main pathologic processes deriving 
from this, bearing to mind that a key metabolite in both DNA-
methylation and DNA-hypomethylation is homocysteine (Hcy) 
serum concentration. 

HOMOCYSTEINE
Hcy is a sulphur containing an aminoacid that cannot be 

obtained from any dietary source, but represents an intermediate 
metabolite of Methionine [6,7]. Hcy in excess can be remetyilated 
to Methionine, by the enzyme methylene-tetra-hydrofolate 
reductase (MTHFR). MTHFR catalyzes the conversion of 
5,10-methylene-tetra-hydrofolate to 5-methyl-tetra-hydrofolate, 
a co-substrate for Hcy methylation to methionine by methionine 
synthase (MS). On the other hand, Methionine reacts with ATP 
producing S-Adenosyl-Methionine (SAM), the most important 
methyl group donor. SAM gives a methyl groups in almost 100 
known biochemical reactions and is changed to S-adenosyl-
homocysteine (SAH), by the enzyme methionine-adenosyl-
transferase (MAT). Subsequently, SAH is converted to Hcy and 
adenosine by SAH-hydrolase (SAH-H). This reaction is reversible 
therefore, the reaction proceeds in the hydrolytic direction 
when Hcy serum concentrations are in the normal range. On the 
contrary, in the presence of increased Hcy levels, it proceeds in 
favor of SAH. But, SAH is a potent inhibitor of SAM-dependent 
methylation reactions since inhibits methyl-transferases. These 
enzymes are responsible for methylation of some substrates, 

including DNA. Its inhibition induced by SAH present in excess 
causes DNA-hypomethylation. Concordantly, SAH excess rather 
than HH cyper se is responsible for DNA-hypomethylation [8].

Another route for remethylation of Hcy back to methionine 
exists. That uses Betaine (or Tri-Methyl-Glicine), another 
methyl donor that converts Hcy to Methionine. It causes both 
Hcy reduction and increased blood SAM levels [9,10]. Two re-
methylation ways, trans-methylation, trans-sulfuration pathways 
and methylation of substrates are schematically reported in 
Figure (1).

As previously referred, an increased Hcy level (HHcy) favors 
SAM synthesis. Subsequently, this compound gives a methyl 
group (CH3) and changes itself into SAH. The prevalence of 
SAH on SAM reduces trans-methylation reactions, via inhibition 
of methyltransferases, with consequent hypomethylation of 
substrates. Consequently, SAM/SAH ratio may be considered 
an index of trans-methylation, in other words as an indicator of 
methylation reactions [11-13]. In this ratio, the SAM decreased 
concentration is not sufficient to induce the substrates’ 
hypomethylation, whereas contemporary the SAH increased level 
is most consistently associated with reduced methylation [14]. 
Specifically, DNA-hypomethylation derives by the prevalence of 
SAH concentration on SAM levels rather than by HHcy. Therefore, 
SAH plasma concentration seems to be a true indicator of the 
inhibition DNMTs. Thus, if HHcy is directly involved as risk 
factor in some pathologic processes (Hcy-induced) or is a simple 
marker of these remain an open question [15].

 In the following scheme, the SAH-inhibition of 
methyltransferases and DNA-hypomethylation are resumed.

------------------------------------------------------------------------------

SAM → SAH 

Figure 1 Two pathways for homocysteine metabolism and place for substrates’ methylation
Abbreviations: MTHFR: Methylen-Tetra-Hydro-Folate-Reductase; MAT: Methyonine-Adenosyl-Transferase; SAM: S-Adenosyl-Methyonine; SAH: S-Adenosyl-Homocysteine; 
SAHH: SAH-Hydrolase; CBS: Cystationine-Beta-Synthase; CGL: Cystationine-Gamma-Lyase
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inhibits ↓

methyltransferases → DNA-hypomethylation

------------------------------------------------------------------------------

In succession, the mechanisms of some human diseases 
deriving by DNA-hypomethylation are briefly explained [16,17].

ATHEROSCLEROSIS
Even if the mechanisms through HHcy promotes early 

and massive atherosclerosis are not fully understood, DNA-
hypomethylation is certainly included among the possible causes 
[8,18]. In this connection, Wang et al. have previously evidenced 
that HH cy inhibits the endothelial cells’ growth, demethylating 
cyclin A promoter via DNA-hypomethylation [19]. In other 
words, cyclin A demethylation will induce the inhibition of cyclin 
A transcription, with stop of endothelial cells’ growth, but not 
of vascular smooth muscle cells. Concerning this, recently Zou 
et al. evidenced that HHcy also act by promoting proliferation 
of vascular smooth muscular cells (VSMCs) in a reactive oxygen 
species dependent manner [20]. Jointly, these two events (stop 
of endothelial cells growth and proliferation of VSMC) promote 
degenerative atherosclerotic lesions (Figure 2).

NEUROLOGIC AND PSHYCHIATRIC DISORDERS
Several evidences indicate that DNA-hypomethylation 

may have an important role in developing brain [21]. On the 
other hand, impaired SAM synthesis and, consequently, SAH 
prevalence on SAM may cause impaired myelin synthesis/repair 
with consequent demyelination, results in axonal dysfunction 
[22]. But, reduced Hcy re-methylation, and consequent increased 
SAH may lead to DNA-hypomethylation resulting in disturbed 
synthesis of neurotransmitters, the production of with mood-
depression [23]. Concerning that, major depressive disorders 
were attributed to low levels of some neurotransmitters as 
serotonin, dopamine and norepinephrine [24].

ALZHEIMER’S DISEASE
Even if Alzheimer’s disease (AD) is a multifactorial disease, an 

increased Hcy concentration, with decreased SAM concentration 
and increased SAH levels, seems to be involved in the beginning 
and progression of AD [25]. In fact, the increased Hcy levels with 
impaired SAM/SAH ratio, can influence both brain-accumulation 
of β-amyloid and deposition of intracellular neurofibrillary 
tangles [26]. Specifically, the loss of gene methylation may alter 
the equilibrium among alfa, beta and gamma secretases involved 
of β-amyloid. In confirmation of that, experimental studies 
demonstrated that in AD, SAM supplementation, normalizing 
SAM/SAH ratio(as seen both in cell culture experiments and 
mouse models) can prevent these changes[27,28]. In addition, 
Zhuo et al., also evidenced that increased SAH concentration, 
in the presence both of HHcy and SAM reduction, favors brain 
accumulation and/or deposition of AD pathological structures 
[29].

PARKINSON’S DISEASE
Parkinson’s disease (PD) is a neurodegenerative disorder 

affecting population over the age of 65 and is characterized by loss 
of motor control (tremors, bradykinesia and postural instability). 
Non-motor symptoms include autonomic insufficiency, cognitive 
impairment and sleep disorders.

The brain in PD-patients is characterized by a progressive 
loss of neuromelanin- containing dopaminergic neurons in 
“substantia nigra”, with the presence of inclusions, termed as 
Lewy bodies (containing α-synuclein). From this point of view, 
several evidences indicate that DNA-hypomethylation in the 
substantia nigra of PD patients induces Lewy bodies’ accumulation 
[30]. On the other hand, the accumulation of Lewy bodies can be 
reduced with the administration of neurotransmitter precursor 
levodopa (L-Dopa) that requires SAM for its metabolism. 
DNA-hypomethylation is also involved in the regulation of 
α-synuclein gene expression, even if its specific role still remains 
to be further clarified. Finally, it was observed that treatment 
of DNA-hypomethylation with high doses of the methyl group 
donor SAM is effective in treating PD. In addition, L-Dopa giving 
causes an increase in Hcy concentration that further favors the 
brains’ inclusions typical of PD [31]. These are the main tangled 
connections between Hcy and PD.

Figure 2 Atherosclerosis induced from hyperhomocysteinemia through DNA-hypomethylation (see text).
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CANCER
 DNA-hypomethylation has important effects on the human 

genome. Among these are comprised: transcriptional repression, 
chromatin structure’s modulations, genomic imprinting and 
suppression of DNA sequences, that alters the genomic integrity 
[32]. These mechanisms, also called epigenetic changes, are critical 
components in the normal development and growth of cells and 
contribute to neoplastic phenotypes. In this field Robertson and 
Zhang found that, a lower level of leukocyte DNA- methylation is 
associated with many types of cancer [32,33]. Among these, colon, 
breast, liver, prostate and bone cancers are comprised. It was also 
described that global DNA-hypomethylation is implicated in the 
development and progression of cancer through the following 
mechanisms [34]:

1.	 DNA-hypomethylation facilitates the adaptation of cancer-
cells to the ever- changing tumor tissue environment.

2.	 DNA-hypomethylation is linked to chromatin 
restructuring and nuclear disorganization in cancer-cells.

3.	 DNA-hypomethylation may occur at least partly because 
of cell cycle deregulation, disturbing the coordination 
between DNA replication and activity of DNA 
methyltransferases.

4.	 DNA-hypomethylation is in relation with the progression 
of tumor and metastases [35].

In addition to DNA-hypomethylation, other reactions of 
methylation exist and contribute to carcinogenesis. An example 
is the methylation of arginine 1 protein residues, catalyzed 
by a family of intracellular enzymes called protein arginine 
methyltransferases (PRMTs). They induce the asymmetric 
dimethylarginine (ADMA) formation. On the other hand, ADMA 
may control pulmonary cell behavior, even if its role in lung 
cancer remains elusive. Therefore, future studies are necessary 
to explain the mechanism through which cell types are the major 
contributors to altered ADMA plasma levels and by ADMA acts on 
lung diseases [36].

Finally, it must be added that, not only DNA 
hypomethylation(but also DNA-hypermethylation) can 
contribute to some cancers’ development, such as happens 
in prostate cancer (the most frequent malignancy in males in 
developed countries and the second leading cause of cancer 
mortality in men) [37].

OTHER DISEASES
Other common diseases implicated in the epigenetic 

changes deriving from DNA hypomethylation are: some 
frequent autoimmune diseases caused by low or over activity 
of the immune system. Among these, rheumatoid arthritis (RA); 
systemic lupus erythematous (SLE) and multiple sclerosis (MS) 
there are. In these, DNA hypomethylation variously acts on human 
leukocytes antigen (HLA) and immune system. Hyperglycaemia, 
hyperlipidemia, obesity and shortened leukocyte telomere length 
are also proposed to affect DNA hypomethylation level [38].

AGING
Aging is dependent on several and interacting factors, 

such as oxidative DNA damage, mitochondrial and nuclear 
genome mutations, shortening of telomeres and others [39]. 
Previously, several studies demonstrated that the activity of 
DNMT1 decreases with advance in gage [40]. So, it is believed 
that genome hypomethylation during ageing is a result of a 
passive demethylation, especially of highly methylated GC-rich 
DNA domain. Interestingly, accelerated DNA hypomethylation 
in ageing was found in individuals with PD, AD, Huntington’s 
disease and some viral infections. These findings suggest that 
DNA hypomethylation is a biomarker for aging, but also for some 
pathological processes ageing-related.

CONCLUSIVE REMARKS AND FUTURE DIREC-
TIONS

In summary, DNA-hypomethylation dependent on Hcy 
cycle, with SAH prevalece on SAM, is a fundamental biochemical 
reaction for the normal body working. The normal SAM/SAH ratio 
is involved in maintaining DNA integrity, improving neurological 
function, preventing atherosclerotic process and is connected 
to nearly every biochemical processes. On the contrary, several 
scientific peer-reviewed articles have demonstrated that DNA-
hypomethylation induced by HHcy is associated with some types 
of cancer, metabolic ad autoimmine diseases, aging and other 
age-related diseases. Specifically, SAH rather than HHcy is a 
true risk factor for these diseases. On the contrary, HHcy may be 
considered as a simple biomarker of these same.

With reference to the specific treatment, it is known that 
deficiencies in vitamin B12, folic acid and vitamin B6 are associated 
with HHcy and DNA-hypomethylation (due to the SAH prevalence). 
In this connection, vitamins-B supplementation can modulate 
HHcy, SAM, SAH concentrations (and consequently SAM/SAH 
ratio). However, this supplementation seems to be doubtful to 
affect genome DNA-hypomethylation. In fact, in a double blind, 
randomized controlled trial, daily folic acid supplementation 
in subjects with moderately elevated Hcy concentration, the 
normalization in global DNA-methylation wasn’t found [41]. But, 
another study evidenced that long-term supplementation with 
folic acid and vitamin B12 in elderly patients with mildly elevated 
Hcy resulted in changes in DNA-methylation in several genes 
[42]. In agreement, other epidemiological studies also suggest 
that folate and vitamin B12 supplementation may affect DNA 
methylation and thereby influence genome stability, although the 
exact underlying mechanisms have not been clarified [43-45]. But 
concerning this, it must also add that both folate deficiency and 
excessive supplementation may equally result in abnormal DNA 
methylation (DNA-hypomethylation or DNA-hypermethylation) 
and thus affect normal gene expression [46]. Conclusively, the 
role of folates and other vitamins B supplementation in DNA-
methylation remains uncertain for the diseases related to DNA 
hypomethylation, even if these nutraceutics are able to reduce 
elevated Hcy levels. Probably, besides the epigenetic changes, 
other mechanisms are involved in the pathogenesis of these 
degenerative diseases.

REFERENCES
1.	 Bergman Y, Cedar H. DNA methylation dynamics in health and disease. 

Nat Struct Mol Biol. 2013; 20: 274-281.

2.	 Subramaniam D, Thombre R, Dhar A, Anant S. DNA methyltransferases: 

http://www.ncbi.nlm.nih.gov/pubmed/23463312
http://www.ncbi.nlm.nih.gov/pubmed/23463312
http://www.ncbi.nlm.nih.gov/pubmed/24822169


Central
Bringing Excellence in Open Access





Cacciapuoti (2018)
Email: fulviocacciapuoti@gmail.com

Ann Clin Exp Metabol 3(1): 1028 (2018) 5/6

a novel target for prevention and therapy. Front Oncol. 2014; 4: 80.

3.	 Castro R, Rivera L, Struys EA, Jansen EE, Ravasco P, Camilo E, et al. 
Increased homocysteine concentration and DNA hypomethylation in 
vascular disease. Clin Chem. 2003; 49: 1292-1296.

4.	 Ulrey CL, Liu L, Andrews LG, Tollefsbol TO. The impact of metabolism 
on DNA methylation. Hum Mol Genet. 2005; 14: 139-147.

5.	 Dupont C, Armant DR, Brenner CA. Epigenetics: definition, mechanisms 
and clinical perspective. Semin Reprod Med. 2009; 27: 351-357.

6.	 McCully KS. Homocysteine, vitamins, and vascular disease prevention. 
Am J Clin Nutr. 2007; 86: 1563-1568.

7.	 Herrmann W, Herrmann M, Obeid R. Hyperhomocysteinaemia: a 
critical review of old and new aspects. Curr Drug Metab. 2007; 8: 17-
31.

8.	 Cacciapuoti F. Hyper-homocysteinemia: a novel risk factor or a 
powerful marker for cardiovascular diseases? Pathogenetic and 
therapeutical uncertainties. J Thromb Thrombolysis. 2011; 32: 82-88.

9.	 Steenge GR, Verhoef P, Katan MB. Betaine supplementation lowers 
plasma homocysteine in healthy men and women. J Nutr. 2003; 133: 
1291-1295.

10.	Sunden SLF, Renduchindala MS, Park EI, Miklasz SD, Garrow T. 
Betaine-homocysteine methyltransferase expression in porcine and 
human tissues and chromosomal localization of human gene. Arch 
Biochem Biophys. 1997; 345: 171-174.

11.	Finkelstein JD. The metabolism of homocysteine: pathways and 
regulation. Eur J Pediatr. 1998; 157: 40-44.

12.	Cantoni GL, Chiang PK. The role of S-adenosyl-homocysteine hydrolase 
in the control of biological methylation. Natural Sulphurcompounds. 
New York Plenum Press. 1980; 67-80.

13.	Sibani S, Melnyk S, Pogribny IP, Wang W, Hiou-Tim F, Deng L, et 
al. Studies of methionine cycle intermediates (SAM, SAH), DNA 
methylation and the impact of folate deficiency on tumor numbers in 
Min mice. Carcinogenesis. 2002; 23: 61-65.

14.	James SL, Melnik S, Pogbrina M, Pogribny P, Caudill MA. Elevation 
in S-adenosylhomocysteine and DNA hypomethylation: potential 
epigenetic mechanism for homocysteine-related pathology. J Nutr. 
2002; 132: 2361-2366.

15.	Ueland PM, Refsum H, Beresford SA, Vollset SE. The controversy over 
homocysteine and cardiovascular risk. Am J Clin Nutr. 2000; 72: 324-
332.

16.	Wilson AS, Power BE, Molloy PL. DNA hypomethylation and human 
diseases. Biochim Biophys Acta. 2007; 1775: 138-162.

17.	Pogribny IP, Beland FA. DNA hypomethylation in the origin and 
pathogenesis of human diseases. Cell Mol Life Sci. 2009; 66: 2249-
2261.

18.	Herrmann W. The importance of hyperhomocysteinemia as a risk 
factor for diseases: an overview. Clin Chem Lab Med. 2001; 39: 666-
674.

19.	Wang H, Jang X, Yang F, Chapman G, Durante W, Sibinga NES, et 
al. Cyclin a transcriptional suppression is the major mechanism 
mediating homocysteine-induced endothelial growth inhibition. 
Blood. 2002; 99: 939-945.

20.	Zou T, Yang W, Hou Z, Yang J. Homocysteine enhances cell proliferation 
in vascular smooth muscle cells: role of p38 MAKP and p47 phox. Acta 
Biochimica et Biophysica Sinica. 2010; 42: 908-915.

21.	Rosenquist TH, Ratashak SA, Selhub J. Homocysteine induces 
congenital defects of the heart and neural tube: effect of folic acid. 
Proc Natl Acad Sci U S A. 1996; 93: 15227-15232.

22.	Ho PI, Ortiz D, Rogers E. Shea T. Multiple aspects of homocysteine 
toxicity: glutamate excitotoxicity kinase hyperactivation and DNA 
damage. J Neurosci Res. 2002; 70: 694-702.

23.	Gu P, Defina LF, Leonard D, Sherin J. Weiner MF. Relationship between 
serum homocysteine levels and depressive symptoms: the Cooper 
Center Longitudinal Study. J Clin Psychiatry. 2012; 73: 691-695.

24.	Spilmann M, Fava M. S-adenosylmethionine (ademethionine) in 
psychiatric disorders. CSN Drugs. 1996; 6: 416-425.

25.	Gopalakrishnan S, Van Emburgh BO, Robertson KD. DNA methylation 
in development and human disease. Mutat Res. 2008; 647: 30-38.

26.	Fuso S, Seminara L, Cavallaro RA, D’Anselmi F. Scarpa S. 
S-adenosylmethionine/cycle alterations modify DNA methylation 
status with consequent deregulation of PS1 and BACE and beta-
amyloid production. Mol Cell Neurosci. 2005; 28: 195-204.

27.	Chan A, Shea TB. Folate deprivation increases pre-senilin expression, 
gamma-secretase activity and Abeta-levels in murine brain: 
hypomethylation by APOE deficiency and alleviation by dietary 
S-adenosylmethionine. J Neurochem. 2007; 102: 753-760.

28.	Shea TB, Chan A. S-adenosylmethionine: a natural therapeutic agent 
effective against multiple hallmarks and risk factors associated with 
Alzheimer’s disease. J Alzheimer’s Dis. 2008; 13: 67-70.

29.	Zhuo JM, Wang H, Praticò D. Is hyperhomocysteinemia an Alzheimer’s 
disease (AD) risk factor, an AD marker, or neither? Trends Pharmacol 
Sci. 2011; 32: 562-571.

30.	Jowaed A, Schmitt I, Kaut O, Wullner U/ Methylation regulates alpha-
synuclein expression and is decreased in Parkinson’s disease patients 
brain. J Neurosci. 2010; 30: 6355-6359.

31.	Zhao WQ, Latinwo L, Liu XX, Lee ES, Lamango N, Charlton CG. L-dopa 
upregulates the expression and activities of methionine adenosyl 
transferase and catechol-O-methyltransferase. Exp Neurol. 2001; 171: 
127-138.

32.	Robertson KD. DNA methylation, methyltransferases, and cancer. 
Oncogene. 2001; 20: 3139-3155.

33.	Zhang FF, Cardarelli R, Carroll J, Zang S, Fulda KG, Gonzalez K, et al. 
Physical activity and global genomic DNA methylation in a cancer-free 
population. Epigenetics. 2011; 6: 293-299.

34.	Craig JM, Wong NC. Epigenetics: a reference Manual Caister Academic 
Press. 2001.

35.	Hoffmann MJ, Schulz WA. Causes and consequences of DNA 
hypomethylation in human cancer. Biochem Cell Biol. 2005; 83: 296-
321.

36.	Zakrzewicz D, Eickelberg O. From arginine methylation to ADMA: a 
novel mechanism with therapeutic potential in chronic lung diseases. 
BMC Pulm Med. 2009; 9: 5.

37.	Angulo JC, Andres G, Ashour N, Sanchez-Chapado M, Lopez J, Ropero S. 
Development of castration-resistant prostate cancer can be predicted 
by DNA-hypomethylation profile. J Urol. 2016; 195: 619-626.

38.	Jin Z, Liu Y. DNA methylation in human diseases. Geneses Diseases. 
2018; 5: 1-8.

39.	Kirkwood TB. Understanding the odd science of aging. Cell. 2005; 120: 
437-447.

40.	Casillas MA, Lopatina N, Andrews LG. Trascriptional control of DNA 
methyltransases is altered in aging and neoplastically transformed 
human fibroblasts. Mol Cell Biochem. 2003; 252: 33-43.

41.	Jung AY, Smulders Y, Verhoef P, Kok FJ, Blom H, Kok RM, et al. No effect 
of folic acid supplementation on global DNA methylation in men and 
women with moderately elevated homocysteine. PLoS One. 2011; 6: 

http://www.ncbi.nlm.nih.gov/pubmed/24822169
mailto:https://www.ncbi.nlm.nih.gov/pubmed/12881445
mailto:https://www.ncbi.nlm.nih.gov/pubmed/12881445
mailto:https://www.ncbi.nlm.nih.gov/pubmed/12881445
http://www.ncbi.nlm.nih.gov/pubmed/15809266
http://www.ncbi.nlm.nih.gov/pubmed/15809266
http://www.ncbi.nlm.nih.gov/pubmed/19711245
http://www.ncbi.nlm.nih.gov/pubmed/19711245
http://www.ncbi.nlm.nih.gov/pubmed/17991676
http://www.ncbi.nlm.nih.gov/pubmed/17991676
http://www.ncbi.nlm.nih.gov/pubmed/17266521
http://www.ncbi.nlm.nih.gov/pubmed/17266521
http://www.ncbi.nlm.nih.gov/pubmed/17266521
http://www.ncbi.nlm.nih.gov/pubmed/21234645
http://www.ncbi.nlm.nih.gov/pubmed/21234645
http://www.ncbi.nlm.nih.gov/pubmed/21234645
http://www.ncbi.nlm.nih.gov/pubmed/12730412
http://www.ncbi.nlm.nih.gov/pubmed/12730412
http://www.ncbi.nlm.nih.gov/pubmed/12730412
mailto:https://www.ncbi.nlm.nih.gov/pubmed/9281325
mailto:https://www.ncbi.nlm.nih.gov/pubmed/9281325
mailto:https://www.ncbi.nlm.nih.gov/pubmed/9281325
mailto:https://www.ncbi.nlm.nih.gov/pubmed/9281325
http://www.ncbi.nlm.nih.gov/pubmed/9587024
http://www.ncbi.nlm.nih.gov/pubmed/9587024
https://link.springer.com/chapter/10.1007%2F978-1-4613-3045-5_6
https://link.springer.com/chapter/10.1007%2F978-1-4613-3045-5_6
https://link.springer.com/chapter/10.1007%2F978-1-4613-3045-5_6
http://www.ncbi.nlm.nih.gov/pubmed/11756224
http://www.ncbi.nlm.nih.gov/pubmed/11756224
http://www.ncbi.nlm.nih.gov/pubmed/11756224
http://www.ncbi.nlm.nih.gov/pubmed/11756224
https://www.ncbi.nlm.nih.gov/pubmed/12163693
https://www.ncbi.nlm.nih.gov/pubmed/12163693
https://www.ncbi.nlm.nih.gov/pubmed/12163693
https://www.ncbi.nlm.nih.gov/pubmed/12163693
http://www.ncbi.nlm.nih.gov/pubmed/10919921
http://www.ncbi.nlm.nih.gov/pubmed/10919921
http://www.ncbi.nlm.nih.gov/pubmed/10919921
http://www.ncbi.nlm.nih.gov/pubmed/17045745
http://www.ncbi.nlm.nih.gov/pubmed/17045745
http://www.ncbi.nlm.nih.gov/pubmed/19326048
http://www.ncbi.nlm.nih.gov/pubmed/19326048
http://www.ncbi.nlm.nih.gov/pubmed/19326048
http://www.ncbi.nlm.nih.gov/pubmed/11592431
http://www.ncbi.nlm.nih.gov/pubmed/11592431
http://www.ncbi.nlm.nih.gov/pubmed/11592431
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5539868/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5539868/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5539868/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5539868/
https://www.ncbi.nlm.nih.gov/pubmed/21068125
https://www.ncbi.nlm.nih.gov/pubmed/21068125
https://www.ncbi.nlm.nih.gov/pubmed/21068125
http://www.ncbi.nlm.nih.gov/pubmed/8986792
http://www.ncbi.nlm.nih.gov/pubmed/8986792
http://www.ncbi.nlm.nih.gov/pubmed/8986792
https://www.ncbi.nlm.nih.gov/pubmed/12424737
https://www.ncbi.nlm.nih.gov/pubmed/12424737
https://www.ncbi.nlm.nih.gov/pubmed/12424737
https://www.ncbi.nlm.nih.gov/pubmed/22480447
https://www.ncbi.nlm.nih.gov/pubmed/22480447
https://www.ncbi.nlm.nih.gov/pubmed/22480447
https://link.springer.com/article/10.2165%2F00023210-199606060-00002
https://link.springer.com/article/10.2165%2F00023210-199606060-00002
http://www.ncbi.nlm.nih.gov/pubmed/18778722
http://www.ncbi.nlm.nih.gov/pubmed/18778722
https://www.ncbi.nlm.nih.gov/pubmed/15607954
https://www.ncbi.nlm.nih.gov/pubmed/15607954
https://www.ncbi.nlm.nih.gov/pubmed/15607954
https://www.ncbi.nlm.nih.gov/pubmed/15607954
https://www.ncbi.nlm.nih.gov/pubmed/17504266
https://www.ncbi.nlm.nih.gov/pubmed/17504266
https://www.ncbi.nlm.nih.gov/pubmed/17504266
https://www.ncbi.nlm.nih.gov/pubmed/17504266
https://www.ncbi.nlm.nih.gov/pubmed/18334758
https://www.ncbi.nlm.nih.gov/pubmed/18334758
https://www.ncbi.nlm.nih.gov/pubmed/18334758
http://www.ncbi.nlm.nih.gov/pubmed/21684021
http://www.ncbi.nlm.nih.gov/pubmed/21684021
http://www.ncbi.nlm.nih.gov/pubmed/21684021
https://www.ncbi.nlm.nih.gov/pubmed/20445061
https://www.ncbi.nlm.nih.gov/pubmed/20445061
https://www.ncbi.nlm.nih.gov/pubmed/20445061
http://www.ncbi.nlm.nih.gov/pubmed/11520127
http://www.ncbi.nlm.nih.gov/pubmed/11520127
http://www.ncbi.nlm.nih.gov/pubmed/11520127
http://www.ncbi.nlm.nih.gov/pubmed/11520127
http://www.ncbi.nlm.nih.gov/pubmed/11420731
http://www.ncbi.nlm.nih.gov/pubmed/11420731
https://www.ncbi.nlm.nih.gov/pubmed/21178401
https://www.ncbi.nlm.nih.gov/pubmed/21178401
https://www.ncbi.nlm.nih.gov/pubmed/21178401
https://www.caister.com/epigenetics
https://www.caister.com/epigenetics
http://www.ncbi.nlm.nih.gov/pubmed/15959557
http://www.ncbi.nlm.nih.gov/pubmed/15959557
http://www.ncbi.nlm.nih.gov/pubmed/15959557
http://www.ncbi.nlm.nih.gov/pubmed/19178698
http://www.ncbi.nlm.nih.gov/pubmed/19178698
http://www.ncbi.nlm.nih.gov/pubmed/19178698
https://www.ncbi.nlm.nih.gov/pubmed/26551297
https://www.ncbi.nlm.nih.gov/pubmed/26551297
https://www.ncbi.nlm.nih.gov/pubmed/26551297
https://www.sciencedirect.com/science/article/pii/S2352304218300047/pdf?md5=883bce67a620fc794c663f3767ab47c8&pid=1-s2.0-S2352304218300047-main.pdf&_valck=1
https://www.sciencedirect.com/science/article/pii/S2352304218300047/pdf?md5=883bce67a620fc794c663f3767ab47c8&pid=1-s2.0-S2352304218300047-main.pdf&_valck=1
http://www.ncbi.nlm.nih.gov/pubmed/15734677
http://www.ncbi.nlm.nih.gov/pubmed/15734677
https://link.springer.com/article/10.1023%2FA%3A1025548623524
https://link.springer.com/article/10.1023%2FA%3A1025548623524
https://link.springer.com/article/10.1023%2FA%3A1025548623524
http://www.ncbi.nlm.nih.gov/pubmed/21966393
http://www.ncbi.nlm.nih.gov/pubmed/21966393
http://www.ncbi.nlm.nih.gov/pubmed/21966393


Central
Bringing Excellence in Open Access





Cacciapuoti (2018)
Email: fulviocacciapuoti@gmail.com

Ann Clin Exp Metabol 3(1): 1028 (2018) 6/6

Cacciapuoti F (2018) DNA-Hypomethylation by Hyper-Homocysteinemia: A Biochemical Mechanism Responsible for some Human Diseases, Explained to the 
Internist. Ann Clin Exp Metabol 3(1): 1028.

Cite this article

24976.

42.	Kok DE, Dhonukshe-Rutten RA, Lute C, Heil SG, Uitterlinden AG, van 
der Velde N, et al. The effects of long-term daily folic acid and vitamin 
B12 supplementation on genome-wide DNA methylation in elderly 
subjects. Clin Epigenetics. 2015; 7: 121.

43.	Aisen PS, Schneider LS, Sano M, Diaz-Arradia R, van Dick CH, Weiner 
MF, et al. High dose B vitamin supplementation and cognitive decline 
in Alzheimer’s disease: a randomized controlled trial. JAMA. 2008; 
300: 1774-1783.

44.	Zhang J, Agha G, Baccanelli AA. The roleof DNA methylation in 

cardiovascular risk and disease. Methodological aspect, study design, 
and date analysis for epidemiologic studies. Circ Res. 2016; 118: 119-
131.

45.	Miranda-Morales E, Meier R, Sandoval-Carillo A, Salas-Pacheco J, 
Vazquez-Cardenas P, Arias-Carrion O. Implications of DNA methylation 
in Parkinson’s disease. Front Mol Neurosci. 2017; 10: 225.

46.	Li Y, Feng Q, Guo M, Wang Y, Jiang Y, Xing J. Genome-wide survey 
reveals dynamic effects of folate supplement on DNA methylation 
and gene expression during C2C12 differentiation. Physiol Genomics. 
2018; 50: 158-168.

http://www.ncbi.nlm.nih.gov/pubmed/21966393
http://www.ncbi.nlm.nih.gov/pubmed/26568774
http://www.ncbi.nlm.nih.gov/pubmed/26568774
http://www.ncbi.nlm.nih.gov/pubmed/26568774
http://www.ncbi.nlm.nih.gov/pubmed/26568774
https://www.ncbi.nlm.nih.gov/pubmed/18854539
https://www.ncbi.nlm.nih.gov/pubmed/18854539
https://www.ncbi.nlm.nih.gov/pubmed/18854539
https://www.ncbi.nlm.nih.gov/pubmed/18854539
https://www.ncbi.nlm.nih.gov/pubmed/26837743
https://www.ncbi.nlm.nih.gov/pubmed/26837743
https://www.ncbi.nlm.nih.gov/pubmed/26837743
https://www.ncbi.nlm.nih.gov/pubmed/26837743
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5513956/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5513956/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5513956/
http://www.ncbi.nlm.nih.gov/pubmed/29341861
http://www.ncbi.nlm.nih.gov/pubmed/29341861
http://www.ncbi.nlm.nih.gov/pubmed/29341861
http://www.ncbi.nlm.nih.gov/pubmed/29341861

	DNA-Hypomethylation by Hyper-Homocysteinemia: A Biochemical Mechanism Responsible for some Human Dis
	Abstract
	Abbreviations
	Introduction
	Homocysteine
	Atherosclerosis
	Neurologic and Pshychiatric Disorders 
	Cancer
	Other Diseases 
	Aging
	Conclusive Remarks and Future Directions
	References
	Figure 1
	Figure 2

