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Abstract
Obesity is a major health issue in the developed nations, and it has been increasingly clear that
both genetics and environment play an important role in determining if an individual will be
obese or not. We reviewed the latest researches which were carried out to identify the obesity
susceptible genes and to identify the metabolic pathways having a central role in energy
balance. Obesity is a heritable disorder, and some of the many obesity susceptible genes are fat
mass and obesity (FTO), leptin, and Melanocortin-4 receptor (MC4R). Glucose metabolism is
the central pathway for fatty acid synthesis, de novo generating the major substrate acetyl-CoA.
Further knowledge of these genes and their complex interaction with the environment will help
devise individual, family and community-based preventive lifestyle interventions as well as
nutritional and medical therapies.
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Introduction And Background
Obesity is becoming an epidemic throughout the world, not only in the developed but also in
the developing countries. It is increasing the health cost of the countries exponentially as a
mode of interventions is required at all the levels. According to World Health Organization
(WHO) in 2014, about 39% and 13% of the adults were found to be overweight and obese,
respectively. The prevalence of obesity according to the gender has been shown in Figure 1 and
Figure 2 [1-2].
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FIGURE 1: Prevalence of Obesity in Males with Age Greater
Than 18 Years

FIGURE 2: Prevalence of Obesity in Females with Age Greater
Than 18 Years

Obesity is associated with various complications such as diabetes mellitus, hypertension and
cardiovascular diseases [3]. Most of the complications are long-term with no cure and have a
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significant detrimental effect on the quality of life of the patient. Obesity is determined by the
genetics as well as obesogenic environment [4-5]. It was first studied in 1994 that Ob gene and
leptin play an important role in determining the body weight of an individual [6]. This study
made the genetic contribution towards obesity exceedingly clear and set the platform to further
assess the genetics and its relationship with obesity. There have been various studies, including
those targeting twin and adopted family members, which showed that genetics may contribute
towards obesity as much as 50-80% [7].

Obesogenic environment refers to the cheap and easy availability of high caloric diet and
sedentary lifestyle. It has led to the positive energy balance and is possibly one of the major
reasons for such high prevalence of obesity. Human eating habits can also be a part of the
expression of different genes, and they can be one of the factors for developing obesity.
Genetics and the environment and their complex interaction among themselves need to be
looked upon in order to have a better understanding regarding obesity.

Here we review the genetics of obesity, which promises to show a better understanding of our
current knowledge regarding inheritance and pathophysiology of obesity. Obesity susceptible
genes and their interaction with the environment will also be reviewed. This is thought to be
important as the increased knowledge of genetics and the obesogenic environment of the
individual will help in planning better primary preventive measures at individual, family and
community level. Not only this, but it may also help in therapeutic interventions and targeted
medical therapy of the obese individuals.

Review
Positive energy balance
Energy balance is the total amount of energy acquired from food and nutrition and the total
amount utilized by the body. A body will assume a state of positive energy balance when the
intake amount of energy will exceed the expenditure amount of the energy by the body.
Similarly, a body will assume a state of negative energy when the amount of energy utilized by
the body exceeds the amount ingested. Positive energy balance plays a vital role in determining
overweight and obesity as it favors the storage of energy, which is in the form of fatty acids.
These fatty acids stored in the adipose tissues may then be utilized if the body is deprived of
energy. However, usually in an overweight or obese individual, there is a state of positive
energy balance, and the body will continue to store the excess amount rather than utilize the
already stored energy. Therefore, any genetic or environment component leading to a weight
gain of the individual will affect the energy balance on the long-term basis.

Genetics of obesity
There is a strong association of genetics with obesity, but it is not the Mendelian way of
inheritance. It means multiple genes are involved, and their complex interaction results in the
manifestation of obesity. Increased research has led us from just a few obesity-associated genes
back in 1994, to up to 50 loci. There can be a monogenic or a polygenic type of obesity.
Monogenic obesity has been found to account for only 5% of the cases. In these cases, it has
been well defined that genes coding for the proteins regulating the appetite center and satiety
cause the pathological alterations and manifest most commonly as obesity [8]. Some of the
monogenic obesity genes which manifest as severe obesity in children are leptin (LEP), leptin
receptor (LEPR), pro-opiomelanocortin (POMC), and prohormone convertase 1 (PCSK1).
Overall, 11 such genes have been identified that are associated with this type of obesity [8].
Polygenic obesity is studied through two main strategies, candidate genes studies, and genome-
wide association studies.
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Candidate Genes Studies

It is the study of genes of all the important metabolic pathways known to have an association
with obesity. Major limitations of these studies include the smaller sample size and animal
subjects as research candidates [9].

Genome-Wide Association Studies (GWAS)

It compares the genetics of a group of individuals having the trait under study (cases) and those
who do not have the trait (control). By comparison of the genetics, the difference can be
detected and analyzed. These studies are much more profitable and have a large sample size
making the results more authentic [10-11].

Fat mass and obesity (FTO) gene
The FTO gene is a non-heme dioxygenase present on chromosome 16, which codes for the FTO
protein. This protein is present in the nucleus and catalyzes the demethylation of nucleic acid
bases associated with single-stranded DNA and RNA. GWAS study regarding body mass index
(BMI) in 6148 subjects of Sardinia found a strong association between several FTO gene
variants and BMI [12]. Another study comparing the affected homozygous subjects with the
normal or heterozygous variants showed a strong association between FTO variant and
increased BMI due to consumption of increased saturated fats after adjusting the total energy
consumption of both the groups [13]. FTO polymorphism with obesity-related traits has also
shown association with increased body weight [14-15], leptin levels [16], and waist
circumference [17]. In this context, rs9939609 polymorphism is, up till now, the most studied
FTO gene variant. Similarly, another study showed that the FTO variant children tended to
consume more calories from fats as compared to the children who had homozygous normal trait
[18]. There has been one study in Europe showing that the FTO gene variant does not interact
with dietary factors, yet it is still associated with body mass and waist circumference. Further
studies will be required to confirm that the FTO gene has an effect on the dietary factors to
promote weight gain for obesity.

Melanocortin-4 receptor (MC4R) gene
MC4R gene encodes for MC4R protein and is a member of melanocortin receptor family present
on chromosome 18q22. The MC4R is a hypothalamic receptor involved in energy homeostasis
and its prime function is regulating food intake. Polymorphisms in the gene encoding this
receptor are important for causing severe human obesity in both early and late onset forms of
obesity. This protein interacts with the adrenocorticotropic and melanocyte-stimulating
hormones (MSH). A study carried out in the murine model showed that the absence of the
protein leads to obesity profile along with hyperphagia, hyperglycemia, and hyperinsulinemia
as a consequence of uncontrolled overeating [19]. First MC4R variant was identified in 1998
[20-21], and since then approximately 100 different genetic variants have been described along
with the functional diversity produced due to these variants [22]. Concerning interventional
studies, one study did not find any association after nine months of intervention [23]; however,
a recent study has shown that the weight loss intervention of the genetic variants showed a
greater BMI decrease [24].

Obese (Ob) gene
This gene is present on chromosome 7q 31-33. The Ob-R gene is expressed ubiquitously,
although expression of the different isoforms differs markedly between tissues. The
physiologically essential Ob-R is the long form of the receptor (Ob-Rb) and is the dominant
isoform in the hypothalamus [25]. Identification of Ob and Ob-R genes in the ob/ob and db/db
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mice has shown that a genetic approach can help in understanding some of the pathways that
regulate body fat mass.

Metabolic pathways and environment
Functional integration of sterol regulatory element binding protein (SREBP), peroxisome
proliferation activator receptor (PPAR) and other ligand binding transcriptional factors have an
important role in oxidation reactions and fatty acid synthesis. The transcription factors that
increase expression of genes involved in fatty acid β-oxidation are part of the nuclear receptor
superfamily and include PPARα, PPARβ/δ, and retinoid X receptor (RXR) [26]. PPARα increases
the expression of enzymes needed for the β-oxidation of fatty acids. Evidence suggesting that
PPARα activators increase the β-oxidation of fatty acids and lead to decrease in body fatty
acids is observed by a research carried out on mice. Mice fed on a high-fat diet along with
fenofibrate weigh significantly less as compared to the mice that were not given fibrates.
Fenofibrate is an antilipemic agent that is an agonist for PPARα which results in increased
fatty acid oxidation, triglyceride elimination, an upregulation of lipoprotein lipase activity and
very low-density lipoprotein (VLDL) catabolism. Also, mice with absent PPARα became obese
with age as compared to the mice that had PPARα [27-28]. Medium-chain fatty acids (saturated
and unsaturated) are the ligands for PPARα which stimulates the increased expression of genes
encoding enzymes for β-oxidation of fatty acids in mitochondria. In brief, PPARα forms an
obligatory dimer with RXR (which is activated by 9-cis retinoic acid) followed by this complex
binding to the peroxisome proliferator receptor element (PPRE) within the promoter region of
genes that encode enzymes that catalyze β-oxidation of fatty acids [26].

Dietary carbohydrates activate the transcription factors carbohydrate response element binding
protein (ChREBP) and sterol regulatory element binding protein-1c (SREBP-1c) which are
responsible for glycolysis and de novo fatty acid synthesis and storage in the adipose tissues
when increased carbohydrates are being consumed [29-30]. Once the glucose levels are
considerably high and they are being trapped inside the cells in the form of glucose-6-
phosphate, this metabolite interacts with the low glucose inhibitory domain to prevent
inhibition on Glucose Response Conserved element (GRACE), so that ChREBP enters the
nucleus, dimerizes with max-like protein X (Mlx), and binds to the carbohydrate response
element (ChoRE) in the promoter region of genes involved in fatty acid synthesis [30]. Both
ChREBP: Mlx heterodimers and SREBP-1c induce genes encoding pyruvate kinase, acetyl-CoA
carboxylase, fatty acid synthase, stearoyl-CoA desaturase 1, and glycerol-3-phosphate
acyltransferase and interact at promoter regions whenever carbohydrate intake increases the
glycogen storage capacity [31-32]. Polymorphism in SREBP-1c and Liver X receptors (LXR) has
been found to be associated with obesity and morbid obesity [33].

Another area of research is the epigenetic inheritance of body weight that may occur through
the interaction of environment-like nutrition. This is due to the dynamic alteration in
transcriptional potential in the cells. For example, hypermethylation or hypomethylation of
nucleotide bases, and histone modification via acetylation, methylation or phosphorylation are
capable of modulating the transcription of genes involved in energy metabolism [34-35].
Nutritional status in prenatal and early postnatal life can alter the methylation molecules
affecting many genes needed for metabolic and endocrine functions and lead to increased
childhood obesity [36-37]. Epigenetic-environment interaction remains controversial as it is
still not well understood whether epigenetics modification causes obesity or obesity alters the
epigenetics in some way. As a result, epigenetics application in prevention and treatment is yet
to be investigated [38-39].

Newer perspectives
One of the ways that the obesity genetics research could improve is through standardization of
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the variables which are taken into account. Some studies prefer BMI as the indicator while
other studies take body fat mass or waist circumference, which results in a poor comparison
between these studies. Therefore, a standard way to identify the genetic variation of obesity
would prove beneficial. Epigenetics is a newer field of research and, as stated early on, it must
be investigated upon further in order for it to be used as a target for primary prevention and
therapeutic intervention. It has been shown that some of the genetic variation in the FTO gene
is because of epigenetic changes.

Conclusions
Various obesity susceptibility genes have been identified, but only a limited number of them
have shown to have an interaction with the environmental components like altering the
metabolic pathways of energy balance. Although the identification of the genes has been
accomplished, the molecular basis of interaction of these genes with the environment will need
much more time. Various study methods that have recently come into the light, like GWAS, will
keep on demonstrating the genetic variants of the obesity susceptible genes. However, only 32
loci identified for BMI account for only 1.45% of the phenotypic variation. This suggests that
further studies of epigenetic variation and the mechanism involved in obesity are needed. Also,
the detection of genetically produced dysfunction by proteins such as MC4R which is involved
in energy regulation, as a marker in diagnostic strategies, and as a predictor of remedies will be
important for future management of obesity and might be a target for future gene therapy.
Furthermore, it is believed that the increased knowledge and understanding of obesity
susceptible genes and their complex interaction with the obesogenic environment will help in
better individual, family, and community-based primary prevention and targeted nutritional
and medicinal therapies.

Additional Information
Disclosures
Conflicts of interest: In compliance with the ICMJE uniform disclosure form, all authors
declare the following: Payment/services info: All authors have declared that no financial
support was received from any organization for the submitted work. Financial relationships:
All authors have declared that they have no financial relationships at present or within the
previous three years with any organizations that might have an interest in the submitted work.
Other relationships: All authors have declared that there are no other relationships or
activities that could appear to have influenced the submitted work.

References
1. World Health Organization. Global health observatory . (2016). Accessed: June 8, 2017:

http://gamapserver.who.int/mapLibrary/Files/Maps/Global_Obesity_2014_Male.png.
2. World Health Organization. Global health observatory . (2016). Accessed: June 8, 2017:

http://gamapserver.who.int/mapLibrary/Files/Maps/Global_Obesity_2014_Female.png.
3. Pi-Sunyer X: The medical risks of obesity . Postgrad Med. 2009, 121:21-33.

10.3810/pgm.2009.11.2074
4. Ordovás JM, Robertson R, Cléirigh EN: Gene-gene and gene-environment interactions

defining lipid-related traits. Curr Opin Lipidol. 2011, 22:129-136.
10.1097/MOL.0b013e32834477a9

5. Razquin C, Marti A, Martinez JA: Evidences on three relevant obesogens: MC4R, FTO and
PPARγ. Approaches for personalized nutrition. Mol Nutr Food Res. 2011, 55:136-149.
10.1002/mnfr.201000445

6. Halaas JL, Gajiwala KS, Maffei M, et al.: Weight-reducing effects of the plasma protein
encoded by the obese gene. Science. 1995, 269:543-546. 10.1126/science.7624777

7. Hinney A, Vogel CI, Hebebrand J: From monogenic to polygenic obesity: recent advances . Eur
Child Adolesc Psychiatry. 2010, 19:297-310. 10.1007/s00787-010-0096-6

2017 Sheikh et al. Cureus 9(7): e1435. DOI 10.7759/cureus.1435 6 of 8

http://gamapserver.who.int/mapLibrary/Files/Maps/Global_Obesity_2014_Male.png
http://gamapserver.who.int/mapLibrary/Files/Maps/Global_Obesity_2014_Male.png
http://gamapserver.who.int/mapLibrary/Files/Maps/Global_Obesity_2014_Female.png
http://gamapserver.who.int/mapLibrary/Files/Maps/Global_Obesity_2014_Female.png
https://dx.doi.org/10.3810/pgm.2009.11.2074
https://dx.doi.org/10.3810/pgm.2009.11.2074
https://dx.doi.org/10.1097/MOL.0b013e32834477a9
https://dx.doi.org/10.1097/MOL.0b013e32834477a9
https://dx.doi.org/10.1002/mnfr.201000445
https://dx.doi.org/10.1002/mnfr.201000445
https://dx.doi.org/10.1126/science.7624777
https://dx.doi.org/10.1126/science.7624777
https://dx.doi.org/10.1007/s00787-010-0096-6
https://dx.doi.org/10.1007/s00787-010-0096-6


8. Farooqi IS, O'Rahilly S: Monogenic obesity in humans. Annu Rev Med. 2005, 56:443-458.
10.1146/annurev.med.56.062904.144924

9. Parthasarthy LS, Phadke N, Chiplonkar S, et al.: Association of fat mass and obesity-
associated gene variant with lifestyle factors and body fat in Indian children. Indian J
Endocrinol Metab. 2017, 21:297-301. 10.4103/ijem.IJEM_372_16

10. Loos RJ: Genetic determinants of common obesity and their value in prediction . Best Pract
Res Clin Endocrinol Metab. 2012, 26:211-226. 10.1016/j.beem.2011.11.003

11. Frayling TM: Genome-wide association studies provide new insights into type 2 diabetes
aetiology. Nat Rev Genet. 2007, 8:657-662. 10.1038/nrg2178

12. Scuteri A, Sanna S, Chen WM, et al.: Genome-wide association scan shows genetic variants in
the FTO gene are associated with obesity-related traits. PLoS Genet. 2007, 3:e115.
10.1371/journal.pgen.0030115

13. Sonestedt E, Roos C, Gullberg B, et al.: Fat and carbohydrate intake modify the association
between genetic variation in the FTO genotype and obesity. Am J Clin Nutr. 2009, 90:1418-
1425. 10.3945/ajcn.2009.27958

14. Moleres A, Ochoa MC, Rendo-Urteaga T, et al.: Dietary fatty acid distribution modifies obesity
risk linked to the rs9939609 polymorphism of the fat mass and obesity-associated gene in a
Spanish case-control study of children. Br J Nutr. 2012, 107:533-538.
10.1017/S0007114511003424

15. Andreasen CH, Andersen G: Gene-environment interactions and obesity--further aspects of
genomewide association studies. Nutrition. 2009, 25:998-1003. 10.1016/j.nut.2009.06.001

16. Zimmermann E, Skogstrand K, Hougaard DM, et al.: Influences of the common FTO rs9939609
variant on inflammatory markers throughout a broad range of body mass index. PLoS One.
2011, 6:e15958. 10.1371/journal.pone.0015958

17. Mangge H, Renner W, Almer G, et al.: Rs9939609 variant of the fat mass and obesity-
associated gene and trunk obesity in adolescents. J Obes. 2011, 2011:186368.
10.1155/2011/186368

18. Tanofsky-Kraff M, Han JC, Anandalingam K, et al.: The FTO gene rs9939609 obesity-risk allele
and loss of control over eating. Am J Clin Nutr. 2009, 90:1483-1488. 10.3945/ajcn.2009.28439

19. Lede V, Meusel A, Garten A, et al.: Altered hepatic lipid metabolism in mice lacking both the
melanocortin type 4 receptor and low density lipoprotein receptor. PLoS One. 2017,
12:e0172000. 10.1371/journal.pone.0172000

20. Vaisse C, Clement K, Guy-Grand B, et al.: A frameshift mutation in human MC4R is associated
with a dominant form of obesity. Nat Genet. 1998, 20:113-114. 10.1038/2407

21. Yeo GS, Farooqi IS, Aminian S, et al.: A frameshift mutation in MC4R associated with
dominantly inherited human obesity. Nat Genet. 1998, 20:111-112. 10.1038/2404

22. Loos RJ: The genetic epidemiology of melanocortin 4 receptor variants . Eur J Pharmacol.
2011, 660:156-164. 10.1016/j.ejphar.2011.01.033

23. Haupt A, Thamer C, Heni M, et al.: Impact of variation near MC4R on whole-body fat
distribution, liver fat, and weight loss. Obesity (Silver Spring). 2009, 17:1942-1945.
10.1038/oby.2009.233

24. Vogel CI, Boes T, Reinehr T, et al.: Common variants near MC4R: exploring gender effects in
overweight and obese children and adolescents participating in a lifestyle intervention. Obes
Facts. 2011, 4:67-75. 10.1159/000324557

25. Hosney M, Sabet S, El-Shinawi M, et al.: Leptin is overexpressed in the tumor
microenvironment of obese patients with estrogen receptor positive breast cancer. Exp Ther
Med. 2017, 13:2235-2246. 10.3892/etm.2017.4291

26. Vanden Heuvel JP: Nutrigenomics and nutrigenetics of ω3 polyunsaturated fatty acids . Prog
Mol Biol Transl Sci. 2012, 108:75-112. 10.1016/B978-0-12-398397-8.00004-6

27. Wu CC, Baiga TJ, Downes M, et al.: Structural basis for specific ligation of the peroxisome
proliferator-activated receptor δ. Proc Natl Acad Sci USA. 2017, 114:E2563-E2570.
10.1073/pnas.1621513114

28. Huang J, Jia Y, Fu T, et al.: Sustained activation of PPARα by endogenous ligands increases
hepatic fatty acid oxidation and prevents obesity in ob/ob mice. FASEB J. 2012, 26:628-638.
10.1096/fj.11-194019

29. Strable MS, Ntambi JM: Genetic control of de novo lipogenesis: role in diet-induced obesity .
Crit Rev Biochem Mol Biol. 2010, 45:199-214. 10.3109/10409231003667500

30. Poupeau A, Postic C: Cross-regulation of hepatic glucose metabolism via ChREBP and nuclear

2017 Sheikh et al. Cureus 9(7): e1435. DOI 10.7759/cureus.1435 7 of 8

https://dx.doi.org/ 10.1146/annurev.med.56.062904.144924
https://dx.doi.org/ 10.1146/annurev.med.56.062904.144924
https://dx.doi.org/10.4103/ijem.IJEM_372_16
https://dx.doi.org/10.4103/ijem.IJEM_372_16
https://dx.doi.org/10.1016/j.beem.2011.11.003
https://dx.doi.org/10.1016/j.beem.2011.11.003
https://dx.doi.org/10.1038/nrg2178
https://dx.doi.org/10.1038/nrg2178
https://dx.doi.org/10.1371/journal.pgen.0030115
https://dx.doi.org/10.1371/journal.pgen.0030115
https://dx.doi.org/10.3945/ajcn.2009.27958
https://dx.doi.org/10.3945/ajcn.2009.27958
https://dx.doi.org/10.1017/S0007114511003424
https://dx.doi.org/10.1017/S0007114511003424
https://dx.doi.org/10.1016/j.nut.2009.06.001
https://dx.doi.org/10.1016/j.nut.2009.06.001
https://dx.doi.org/10.1371/journal.pone.0015958
https://dx.doi.org/10.1371/journal.pone.0015958
https://dx.doi.org/ 10.1155/2011/186368
https://dx.doi.org/ 10.1155/2011/186368
https://dx.doi.org/10.3945/ajcn.2009.28439
https://dx.doi.org/10.3945/ajcn.2009.28439
https://dx.doi.org/10.1371/journal.pone.0172000
https://dx.doi.org/10.1371/journal.pone.0172000
https://dx.doi.org/10.1038/2407
https://dx.doi.org/10.1038/2407
https://dx.doi.org/10.1038/2404
https://dx.doi.org/10.1038/2404
https://dx.doi.org/10.1016/j.ejphar.2011.01.033
https://dx.doi.org/10.1016/j.ejphar.2011.01.033
https://dx.doi.org/10.1038/oby.2009.233
https://dx.doi.org/10.1038/oby.2009.233
https://dx.doi.org/10.1159/000324557
https://dx.doi.org/10.1159/000324557
https://dx.doi.org/10.3892/etm.2017.4291
https://dx.doi.org/10.3892/etm.2017.4291
https://dx.doi.org/10.1016/B978-0-12-398397-8.00004-6
https://dx.doi.org/10.1016/B978-0-12-398397-8.00004-6
https://dx.doi.org/10.1073/pnas.1621513114
https://dx.doi.org/10.1073/pnas.1621513114
https://dx.doi.org/ 10.1096/fj.11-194019
https://dx.doi.org/ 10.1096/fj.11-194019
https://dx.doi.org/10.3109/10409231003667500
https://dx.doi.org/10.3109/10409231003667500
https://dx.doi.org/10.1016/j.bbadis.2011.03.015


receptors. Biochim Biophys Acta. 2011, 1812:995-1006. 10.1016/j.bbadis.2011.03.015
31. Dentin R, Benhamed F, Hainault I, et al.: Liver-specific inhibition of ChREBP improves

hepatic steatosis and insulin resistance in ob/ob mice. Diabetes. 2006, 55:2159-2170.
10.2337/db06-0200

32. Gonzalez-Baró MR, Lewin TM, Coleman RA: Regulation of triglyceride metabolism. II.
Function of mitochondrial GPAT1 in the regulation of triacylglycerol biosynthesis and insulin
action. Am J Physiol Gastrointest Liver Physiol. 2007, 292:G1195-G1199.
10.1152/ajpgi.00553.2006

33. Solaas K, Legry V, Retterstol K, et al.: Suggestive evidence of associations between liver X
receptor β polymorphisms with type 2 diabetes mellitus and obesity in three cohort studies:
HUNT2 (Norway), MONICA (France) and HELENA (Europe). BMC Med Genet. 2010, 11:144.
10.1186/1471-2350-11-144

34. Bird A: Perceptions of epigenetics . Nature. 2007, 447:396-398. 10.1038/nature05913
35. Russo P, Lauria F, Siani A: Heritability of body weight: moving beyond genetics . Nutr Metab

Cardiovasc Dis. 2010, 20:691-697. 10.1016/j.numecd.2010.09.007
36. Godfrey KM, Sheppard A, Gluckman PD, et al.: Epigenetic gene promoter methylation at birth

is associated with child's later adiposity. Diabetes. 2011, 60:1528-1534. 10.2337/db10-0979
37. Tobi EW, Lumey LH, Talens RP, et al.: DNA methylation differences after exposure to prenatal

famine are common and timing- and sex-specific. Hum Mol Genet. 2009, 18:4046-4053.
10.1093/hmg/ddp353

38. Youngson NA, Morris MJ: What obesity research tells us about epigenetic mechanisms . Philos
Trans R Soc Lond B Biol Sci. 2013, 368:20110337. 10.1098/rstb.2011.0337

39. Franks PW, Ling C: Epigenetics and obesity: the devil is in the details . BMC Med. 2010, 8:88.
10.1186/1741-7015-8-88

2017 Sheikh et al. Cureus 9(7): e1435. DOI 10.7759/cureus.1435 8 of 8

https://dx.doi.org/10.1016/j.bbadis.2011.03.015
https://dx.doi.org/10.2337/db06-0200
https://dx.doi.org/10.2337/db06-0200
https://dx.doi.org/10.1152/ajpgi.00553.2006
https://dx.doi.org/10.1152/ajpgi.00553.2006
https://dx.doi.org/10.1186/1471-2350-11-144
https://dx.doi.org/10.1186/1471-2350-11-144
https://dx.doi.org/10.1038/nature05913
https://dx.doi.org/10.1038/nature05913
https://dx.doi.org/10.1016/j.numecd.2010.09.007
https://dx.doi.org/10.1016/j.numecd.2010.09.007
https://dx.doi.org/10.2337/db10-0979
https://dx.doi.org/10.2337/db10-0979
https://dx.doi.org/10.1093/hmg/ddp353
https://dx.doi.org/10.1093/hmg/ddp353
https://dx.doi.org/10.1098/rstb.2011.0337
https://dx.doi.org/10.1098/rstb.2011.0337
https://dx.doi.org/10.1186/1741-7015-8-88
https://dx.doi.org/10.1186/1741-7015-8-88

	The Interplay of Genetics and Environmental Factors in the Development of Obesity
	Abstract
	Introduction And Background
	FIGURE 1: Prevalence of Obesity in Males with Age Greater Than 18 Years
	FIGURE 2: Prevalence of Obesity in Females with Age Greater Than 18 Years

	Review
	Positive energy balance
	Genetics of obesity
	Fat mass and obesity (FTO) gene
	Melanocortin-4 receptor (MC4R) gene
	Obese (Ob) gene
	Metabolic pathways and environment
	Newer perspectives

	Conclusions
	Additional Information
	Disclosures

	References


