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Altered pathways in methylome 
and transcriptome longitudinal 
analysis of normal weight and 
bariatric surgery women
c. f. nicoletti1, M. A. S. pinhel1,2, n. Y. noronha1, B. A. de oliveira1, W. Salgado Junior3A. Jácome4, 
A. Diaz-Lagares5,6, f. casanueva7,8, A. B. crujeiras  7,8*, & c. B. nonino1*

DnA methylation could provide a link between environmental, genetic factors and weight control and can 
modify gene expression pattern. This study aimed to identify genes, which are differentially expressed 
and methylated depending on adiposity state by evaluating normal weight women and obese women 
before and after bariatric surgery (BS). We enrolled 24 normal weight (BMI: 22.5 ± 1.6 kg/m2) and 24 obese 
women (BMI: 43.3 ± 5.7 kg/m2) submitted to BS. Genome-wide methylation analysis was conducted 
using Infinium Human Methylation 450 BeadChip (threshold for significant CpG sites based on delta 
methylation level with a minimum value of 5%, a false discovery rate correction (FDR) of q < 0.05 
was applied). Expression levels were measured using HumanHT-12v4 Expression BeadChip (cutoff of 
p ≤ 0.05 and fold change ≥2.0 was used to detect differentially expressed probes). The integrative 
analysis of both array data identified four genes (i.e. TPP2, PSMG6, ARL6IP1 and FAM49B) with higher 
methylation and lower expression level in pre-surgery women compared to normal weight women: and 
two genes (i.e. ZFP36L1 and USP32) that were differentially methylated after BS. These methylation 
changes were in promoter region and gene body. All genes are related to MAPK cascade, NIK/NF-
kappaB signaling, cellular response to insulin stimulus, proteolysis and others. integrating analysis 
of DnA methylation and gene expression evidenced that there is a set of genes relevant to obesity 
that changed after BS. A gene ontology analysis showed that these genes were enriched in biological 
functions related to adipogenesis, orexigenic, oxidative stress and insulin metabolism pathways. Also, 
our results suggest that although methylation plays a role in gene silencing, the majority of effects were 
not correlated.

DNA methylation in CpG dinucleotides is a dynamic process and best characterized epigenetic modifications1. 
Methylation patterns are established in early life and can be remodeled in adult cells, by modulating DNA inter-
actions with proteins and transcription factors2,3, being able to alter gene expression profile4.

Weight gain or loss during infancy and adulthood, by changing the energy storage and adipose tissue homeo-
stasis, may alter molecular mechanisms and biological processes5. In line of this, epigenetic changes may predis-
pose a disease risk or can occur once a disease has developed6. Thus, DNA methylation provides a link between 
environmental, genetic factors and weight control.
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Obesity has reached epidemic proportions and, in 2016, affected about 1.9 billion adults worldwide7, being 
associated to a public health burden. In the context of obesity treatment, bariatric surgery (BS) has been the best 
choice for cases of severe obesity and has been shown to be the most effective way to promote significant and 
sustained weight loss8. Among the surgical techniques, Roux-en-Y gastric bypass (RYGB) is the most performed 
in Brazil and worldwide, and is considered a gold standard because its high efficacy and low morbid-mortality9. 
However, inter-individual variability of the response to bariatric surgery, mainly related to weight loss, is evi-
dent10, and the unpredictability of weight-loss success represents a significant barrier in the surgical management 
of obesity11.

Recent epigenome-wide association studies (EWAS) evidenced multiple DNA methylation loci associated 
with body mass index (BMI)12,13. In addition, the role of epigenetic signature in metabolic results after obesity 
treatment has been described previously14,15. Knowing that nutrition is one of the greatest environmental stimuli 
that can change gene methylation/expression signature16, some studies have demonstrated that BS changes DNA 
methylation levels17. Other publications have evidenced that weight loss by surgery is also able to modify gene 
expression levels, mainly of genes related to metabolic pathways18,19.

The relevance of differential DNA methylation and gene expression consequent of BS was previously evi-
denced by our research group20,21; however, to gain a broader perspective about the interface between CpG 
methylation and functional effects in transcription, we performed an integrated analysis with methylation and 
expression data. Thus, the objective of the current study was to identify genes, which are differentially expressed 
and methylated depending on adiposity state by evaluating normal weight women and obese women before and 
after BS.

Results
Sample characteristics. No significant difference was found between the ages of each group (obese patients: 
36.9 ± 10.2 years and normal weight women: 36.9 ± 11.8 years; p > 0.05). Normal weight women showed a mean 
weight of 60.7 ± 6.3 kg and mean fat mass of 29.6 ± 4.1%. After 6 months of BS, we evidenced a significant weight 
(113.3 ± 16.3 to 86.3 ± 12.5 kg, p < 0.001), BMI (43.3 ± 5.7 to 33.1 ± 4.8 kg/m2, p < 0.001) and fat mass (45.7 ± 5.7 
to 36.1 ± 5.9%, p < 0.001) reduction.

comparison of gene expression and methylation patterns and integrated analysis of the 
data. From the genome-wide DNA methylation study, 1,074 CpG sites (located in 769 genes) were differ-
entially methylated between obese women before BS and normal weight women, and most of them showed 
high methylation level in obese patients. Also, 666 CpGs (located in 495 genes) had methylation levels changed 
after RYGB. For the microarray gene expression analysis, a total of 600 genes were differently expressed (DEGs) 
between obese women before BS and normal weight patients. Indeed, 1,366 genes were differentially expressed 
between surgery times. Among these, 88 genes were up- and 512 genes were down-regulated.

Figure 1 illustrates the Venn diagram showing the overlap of differently expressed genes (fold change >2, 
FDR p < 0.05) and differently methylated CpG sites (Δβ ± 5%, p < 0.001). When preoperative patients and 
normal weight women were compared, a total of six genes were, concomitantly, differentially methylated and 
expressed (Fig. 1A). Two of them (CCNL1 and SLC5A8) present their methylation and expression levels in the 
same direction: both lower in preoperative patients compared to normal weight women. However, four genes 
(TPP2, PSMG6, ARL6IP1 and FAM49B) presented methylation and expression levels in opposite direction: higher 
methylation and lower expression level in pre-surgery women compared to normal weight women. Also, these 
CpG sites were located at TSS200, TSS1500 and 5′UTR regions (gene promoter region).

Considering pre and postoperative times comparison, Venn diagram analysis identified a total of eight genes 
that were common in methylation and expression arrays (Fig. 1B). Of these, two genes (ZFP36L1 and USP32) 
were differentially methylated and expressed after RYGB. Methylation and expression levels of ZFP36L1 and 
USP32 genes were changed in opposite direction. For ZFP36L1, the methylation level decreased after surgery 
while its expression increased. In contrast, for USP32, methylation level increased and expression decreased after 
the surgery. Considering CpGs location, we observed that they were located in gene body and TSS1500 region.

The expression analysis between postoperative and normal weight individuals showed no differential gene 
expression, thus concomitant analysis between methylation and expression profile couldn’t be performed.

Table 1 summarizes the results of integrated analysis between DNA methylation and gene expression arrays, 
that is, gene concomitantly differently methylated and expressed between groups (obese and normal weight 
women) and periods (before and after BS).

To additional understanding about the biological relevance of the identified genes, GO analyses were per-
formed. These analyses showed that these genes are related to MAPK cascade, NIK/NF-kappaB signaling, cellular 
response to insulin stimulus, proteolysis and others.

Discussion
We identified in the present study genes that are concomitant differentially methylated and expressed in leuko-
cytes after BS. Relevantly, these genes were involved in molecular pathways related to obesity´s physiopathology. 
Also, comparing obese subjects (before BS) and normal weight women, we identified four genes that showed 
lower expression and higher methylation levels; which were related to adipogenesis, anti-satiety effect, oxidative 
stress, and insulin metabolism. Moreover, we evidenced that two genes related to proteolysis and adipogenesis, 
were epigenetically regulated by RYGB procedure.

Despite the fact that the impact of DNA methylation on gene expression seems to depend of cytosine meth-
ylated site and location22,23, results obtained here showed that promoter methylation (TSS200 and TSS1500) is 
associated with decreased expression; however, for specific CpG sites, intragenic methylation (gene body) also 
correlates with decreased gene expression. Grundberg et al.24, found that a large number of methylation and 
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expression associations were positive, thus the increase in methylation levels was linked to an increase of corre-
sponding gene expression. More interestingly, evidence suggested there an adjustment mechanism of body gene 
methylation levels for transcription regulation. In line of this, when promoter methylation is constant, increasing 
body methylation is associated with more repressed expression25. Thus, considering that some authors affirmed 
that the function of DNA methylation in intergenic and gene-body regions is less defined24, our results showed 
that regardless of the location of methylated cytosine (promoter region or body), DNA methylation promotes a 
reduction in gene expression.

In addition, it is important to highlight that the expression of two (CCNL1 and SLC5A8) and six genes 
(MED21, CD302, CLEC12B, MNAT1, CHD6 and CCNH) were not regulated by DNA methylation in obese versus 
normal weight and preoperative versus postoperative comparisons, respectively. Study with cancer cells showed 
that the presence of methylation does not always imply in gene silencing26. Thus, our results showed that despite 
methylation plays a role in gene silencing, the majority of effects were not correlated.

Another point to be discussed is that the present study is the first to identify an association between TPP2, 
PSMC6, ARL6IP1 and FAM49B genes with obesity. The TPP2 gene codifies a peptidase that has been related to an 
anti-satiety effect by degrading the cholecystokinin 8 hormone (CCK8) and adipogenesis stimulus, pointing to 
an important role of TPP2 in obesity27,28. Thus, TPP2 seems to have dual role in metabolic homoeostasis, affecting 
both feeding behavior and adipose tissue biology per se28. Moreover, TPP2 is also related to different isoforms of 
protein convertase gene family (PSCK) that are associated with obesity related traits (e.g PCSK1 and PCSK2)29.

On the other hand, ARL6IP1 and PSMC6 have been associated with insulin synthesis and pathology of diabe-
tes, respectively30,31. Also, ARL6IP1 protein is associated phosphatidylethanolamine-binding family of proteins 
(PEBP1), which has important role in MAPK, NF-kappa B, and glycogen synthase kinase-3 (GSK-3) signaling 
pathways. PSMC6 gene encodes one of the ATPase subunits and its expression was inversely correlated with 
BMI11.

Lastly, FAM49B has been appointed as novel regulator of mitochondrial function and may thus be associated 
with oxidative stress and inflammation, however, up to now, no functional data about this protein has been pub-
lished32. Furthermore, USP32 is a highly conserved gene and uncharacterized gene that its stable silencing caused 
a significant decrease in the proliferation and migration rate of cells9. For this reason, USP32 has been associated 
with growth rate of cancer cells9,33.

We also identified that bariatric surgery modify ZFP36L1 and USP32 methylation and expression levels in leu-
kocytes. In culture 3T3-L1 preadipocytes, ZFP36L1 was associated with adipogenesis34 by regulating adipogenesis 
rate, playing an important role in obesity development35. According to Tseng36, ZFP36L1 overexpression might 
repress adipogenesis at least by down-regulating PPARG2 expression. These findings are a proof that blood leu-
kocytes are able to reflect the regulation of same adipose tissue biology-related genes as it was also demonstrated 
in previous reports13,37–39. In the current research, we were unable to detect differences in methylation levels of 
previously identified obesity related CpG sites, probably because differences in the study design, sample size or 
the threshold used for selection of candidates. However, the current study adds new information to this issue. In 

Figure 1. Clustering analysis of the methylation and expression arrays. (A) Venn diagram of genes detected in 
the pre-surgery versus the normal weight patients; (B) Venn diagram of genes detected in pre-surgery period 
versus the post-surgery period.
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fact, the identified genes were involved in adipose tissue-related pathways that were also observed in previous 
reports on obesity-related methylation profile13,38,39.

The use of DNA and RNA extracted from leukocytes is a limitation of this study because both, expression 
and methylation, are tissue specific molecular mechanisms. However, leukocytes samples are less invasive, more 
convenient and acceptable than biopsies of target tissues (i.e adipose tissue) to perform longitudinal assessments 
and more suitable in clinical practice. To search for obesity-associated epigenetic biomarkers for the diagnosis 
and management of the disease is a huge challenge as adipose tissue is inaccessible without surgery. As mentioned 
above, in the obesity field, relevant studies have been recently published providing evidence that blood cells can 
be used to identify robust and biologically relevant epigenetic variation related to BMI. Moreover, it was demon-
strated that epigenetic biomarkers in blood could mirror age-related epigenetic signatures in biologically rele-
vant target tissues such as adipose tissue. Therefore, blood leukocytes are suitable, minimally invasive biological 
sources to evaluate obesity signatures. On the other hand, even though the identified changes in methylation and 
expression pattern induced by bariatric surgery in the present study could be transient, long-term studies would 
indicate the degree of plasticity of the epigenomic changes associated with bariatric surgery and would establish 
if over a longer time, the methylation profiles returned to the obese-pre surgery levels.

Obese patients before bariatric surgery versus normal weight women

Gene
Fold change 
(OB-NW) CpG name CpG region Δβ (OB-NW) Integrated results Gene Ontology (by GOA)

TPP2 −0.42 cg02184819 PR 0.057 +methylated on obese
−expressed on obese

proteolysis
protein polyubiquitination

PSMC6 −0.23 cg00686598 PR 0.094 +methylated on obese
−expressed on obese

MAPK cascade
NIK/NF-kappaB signaling

ARL6IP1 −0.23 cg08040170 PR 0.076 +methylated on obese
−expressed on obese

apoptotic process
cotranslational protein targeting to 
membrane

FAM49B −0.44 cg02711724 Body 0.107 +methylated on obese
−expressed on obese

platelet degranulation
positive regulation of T cell activation

CCNL1 −0.30 cg02399570 Body −0.093 −methylated on obese
−expressed on obese

positive regulation of cyclin-dependent 
protein serine/threonine kinase 
activity

SLC5A8 −0.49 cg06162589 Body −0.055 −methylated on obese
−expressed on obese

NAD biosynthesis via nicotinamide 
riboside salvage pathway
short-chain fatty acid import

Before versus after bariatric surgery

Gene Symbol Fold change 
(OB-NW) CpG name CpG region Δβ (OB-NW) Integrated results Gene function (by GOA)

ZFP36L1 2.18 cg08169020 Body 0.077 −methylated after RYGB
+expressed after RYGB

MAPK cascade
cellular response to insulin stimulus

USP32 0.40 cg00691729 Body 0.076 +methylated after RYGB
−expressed after RYGB

protein deubiquitination
ubiquitin-dependent protein catabolic 
process

MED21 7.58 cg01982833 PR 0.074 +methylated after RYGB
+expressed after RYGB

positive regulation of transcription by 
RNA polymerase II
stem cell population maintenance

CD302 3.25 cg03432176 PR 0.069 +methylated after RYGB
+expressed after RYGB

phagocytosis
signal transduction

CLEC12B 4.19 cg05849676 Body 0.069 +methylated after RYGB
+expressed after RYGB

negative regulation of signaling 
receptor activity
natural killer cell inhibitory signaling 
pathway

MNAT1 2.28 cg07212327 Body 0.055 +methylated after RYGB
+expressed after RYGB

DNA repair
adult heart development

CHD6 2.14 cg00514723 PR 0.051 +methylated after RYGB
+expressed after RYGB

positive regulation of transcription 
from RNA polymerase II promoter in 
response to oxidative stress
viral process

CCNH 2.18 cg02021919 Body 0.087 +methylated after RYGB
+expressed after RYGB

protein phosphorylation
positive regulation of cyclin-dependent 
protein serine/threonine kinase 
activity

Table 1. Genes overrepresented identified from differential methylation and expression arrays. OB: obese 
women; NW: normal weight women; Methylation data showed in Δβ; Expression data showed in Fold change; 
GOA: Gene Ontology Annotation; TPP2: tripeptidyl peptidase 2; PSMC6: proteasome 26S subunit, ATPase 
6; ARL6IP1: ADP ribosylation factor like GTPase 6 interacting protein 1; FAM49B: family with sequence 
similarity 49 member B; CCNL1: cyclin L1; SLC5A8: solute carrier family 5 member 8; ZFP36L1: ZFP36 ring 
finger protein like 1; USP32: ubiquitin specific peptidase 32; MED21: mediator complex subunit 21; CD302: 
CD302 molecule; CLEC12B: C-type lectin domain family 12 member B; MNAT1: CDK activating kinase 
assembly fator; CHD6: chromodomain helicase DNA binding protein 6; CCNH: cyclin H; PR: promoter region 
(TSS200, TSS1500, 5′UTR). p < 0.001 for all analysis.
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In conclusion, integrating analysis of DNA methylation and gene expression evidenced that there is a set of 
genes relevant to obesity that changed after BS. A gene ontology analysis showed that these genes were enriched 
in biological functions related to adipogenesis, orexigenic, oxidative stress and insulin metabolism pathways. 
Also, our results suggest that although methylation plays a role in gene silencing, the majority of effects were not 
correlated.

Methods
Study participants. The present study included 24 normal weight women (BMI: 22.5 ± 1.6 kg/m2, 
36.9 ± 11.8 years) and 24 severe obese women (BMI: 43.3 ± 5.7 kg/m2, 36.9 ± 10.2 years) submitted to RYGB 
which methylation and gene expression profile had been analyzed previously20,21. All samples from obese women 
were collected at preoperative time and after 6 months of bariatric surgery. Normal weight women were evaluated 
once.

All obese participants underwent open performed RYGB surgery that consisted in creating a small gastric por-
tion (30 to 50 mL) and an anastomosis of the gastric stump to the jejunum (both remaining loops measured about 
100 cm). The surgical procedure was standardized at our hospital following the most usual pattern performed 
worldwide and well described40. There were not postoperative complications in the patients included in this study.

The study was conducted with the approval of the Hospital Ethics Committee and in agreement with the 
Declaration of Helsinki. Informed consent was obtained from all individual participants included in the study. 
All methods were carried out in accordance with relevant guidelines and regulations.

DnA methylation array analysis and data processing. As aforementioned21, genomic DNA was 
extracted from peripheral mononuclear blood cells (PMBC) using GE Health Care kit (Illustra blood genomic 
Prep Mini Spin kit) and this extracted DNA was stored at −80 °C until the next steps. DNA fragmentation or 
RNA contamination was analyzed by 1% agarose gel electrophoresis. Also, DNA was bisulfite converted using EZ 
DNA methylation kit Methylation-Gold (Zymo Research, CA, USA) according to the manufacturer’s instructions 
and then immediately hybridized in BeadChip. Genome-wide methylation analysis was conducted using the 
Infinium Human Methylation 450 BeadChip (Illumina, San Diego, CA, USA). Beadchips were scanned with the 
Illumina iScanSQ system and DNA quality checks, bisulfite modification, hybridization, data normalization, and 
statistical filter were performed as described before21.

Analysis of methylation data were conducted using the Genome Studio software version 2011.1 (Illumina 
Inc.) and methylation levels were expressed in beta values (β). β values that were calculated as the intensity of the 
methylated channel divided by the total intensity (β = Max (SignalB, 0)/(Max (SignalA, 0) + Max (SignalB, 0) 
+ 100), and ranged from 0 (unmethylated) to 1 (fully methylated). β values with detection p-values > 0.01 were 
removed from analysis because were considered to fall below the minimum intensity and threshold. Also, probes 
that were localized to the sex chromosomes and those CpGs that contained single nucleotide polymorphisms 
were filtered out.

Differences in methylation levels between preoperative and postoperative groups (Δβ) was calculated for a 
given CpG site by subtracting the mean beta value from the pool of pre-surgery samples (pre-surgery period) as 
compared to the pool of samples collected after six months of RYGB and were tested by t test. Values of p were 
adjusted for multiple comparisons by using the false discovery rate (FDR below 5% was considered statistically 
significant). Also, a threshold for the significant CpG sites based on Δβ with a minimum value of 5% (value 
greater than 0.05 or less than −0.05) and FDR < 0.05 was applied. We used R software (version 3.2.0) to perform 
these analyzes.

Gene expression array analysis and data processing. Total RNA was extracted and purified from 
whole blood using phenol-chloroform extraction method modified by Chomczynski & Sacchi41. Extracted RNA 
was stored at −80 °C until the next steps. After, RNA integrity number (RIN) was analyzed using Bioanalyzer 
(Agilent Technologies, Cedar Creek, TX, USA). Expression levels were measured using the HumanHT-12 
v4 Expression BeadChip (Illumina Inc.) Expression data were visualized and analyzed using Genome Studio 
Software (Illumina®). Beadchips were also scanned with the Illumina HiScanSQ system and Genome Studio 
Software (Illumina®) was also used. For quality control and normalization, the samples with less than 6000 sig-
nificantly detected probes (detection p-value < 0.01) were excluded and differentially expressed transcripts were 
identified with 95% confidence of no more than 1% false positive using an Mann-Whitney test. A cutoff of p ≤ 
0.05 was used to detect differentially expressed probes. In addition, a cutoff of fold change ≥2.0 (symmetrical fold 
change ≥2.0 or ≤ −2.0) was used. p values obtained from permutations and fold change cutoff values were then 
used to minimize the chances of false positives. Gene expression microarray results were validated using real-time 
polymerase chain reaction (RT-PCR; Applied Biosystems Gene Expression Assays; Applied Biosystems, Foster 
City, CA, USA)20.

For both methylation and expression analysis, samples from obese and normal weight women were randomly 
scattered on each Beadchip and not one batch was one and the other was opposite.

overlapping of pooled gene expression and DnA methylation analysis. Before comparing 
gene expression and methylation analysis, a correction by cellular type was made in DNA methylation data 
(Supplementary Table 1). By crossing and comparing the differentially regulated gene (DEG) and differentially 
methylated genes (DMG), the list generated from the gene expression analysis21 were overlapped with the lists 
from the methylation analysis20 using Venn diagram (http://bioinfogp.cnb.csic.es/tools/venny/). Figure 2 shows a 
schematic diagram of integrative analysis of methylation and expression arrays.
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pathway enrichment analysis. Overrepresented pathways were then obtained from this new list of 
common genes. Genes were classified according to gene function. For this, the WebGestalt program (Gene SeT 
AnaLysis based on the WEB, http://www.webgestalt.org) and KEGG signaling pathway analysis were used. The 
identification numbers (IDs) were loaded and analyzed against the human reference genome by means of a 
Bonferroni multiple test adaptation threshold of p < 0.05.

ethics approval and consent to participate. This study has been approved by the Ethical Committee 
of Clinical Hospital of Ribeirao Preto School of Medicine, University of São Paulo. All patients gave their written 
consent for participation in the study.

Data availability
Illumina HumanHT-12 v4 Expression BeadChip data has been submitted to Gene Expression Omnibus (GEO) 
with accession number GS E83223 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83223).

Received: 7 February 2019; Accepted: 11 February 2020;
Published: xx xx xxxx

References
 1. Schubeler, D. Function and information content of DNA methylation. Nature 517, 321–326 (2015).
 2. Stadler, M. B. et al. DNA-binding factors shape the mouse methylome at distal regulatory regions. Nature 480, 490–495 (2011).
 3. Perri, F. et al. Epigenetic control of gene expression: Potential implications for cancer treatment. Crit. Rev. Oncol. Hematol. 111, 

166–172 (2017).
 4. Allis, C. D. & Jenuwein, T. The molecular hallmarks of epigenetic control. Nat. Rev. Genet. 17, 487–500 (2016).
 5. Marchi, M. et al. Human leptin tissue distribution, but not weight loss-dependent change in expression, is associated with 

methylation of its promoter. Epigenetics 6, 1198–1206 (2011).
 6. Davegardh, C., Garcia-Calzon, S., Bacos, K. & Ling, C. DNA methylation in the pathogenesis of type 2 diabetes in humans. Mol. 

Metab. 14, 12–25 (2018).
 7. Organization WH. Obesity and overweight. In: Organization WH, (ed.). World Health Organization (2016).
 8. Gloy, V. L. et al. Bariatric surgery versus non-surgical treatment for obesity: a systematic review and meta-analysis of randomised 

controlled trials. BMJ. 347, f5934 (2013).
 9. Akhavantabasi, S. et al. USP32 is an active, membrane-bound ubiquitin protease overexpressed in breast cancers. Mamm. Genome. 

21, 388–397 (2010).
 10. Hatoum, I. J. et al. Heritability of the weight loss response to gastric bypass surgery. J. Clin. Endocrinol. Metab. 96, E1630–1633 (2011).
 11. Ghosh, S., Dent, R., Harper, M. E., Stuart, J. & McPherson, R. Blood gene expression reveal pathway differences between diet-

sensitive and resistant obese subjects prior to caloric restriction. Obesity (Silver Spring). 19, 457–463 (2011).
 12. Aslibekyan, S. et al. Epigenome-wide study identifies novel methylation loci associated with body mass index and waist 

circumference. Obesity (Silver Spring). 23, 1493–1501 (2015).
 13. Wahl, S. et al. Epigenome-wide association study of body mass index, and the adverse outcomes of adiposity. Nature 541, 81–86 (2017).
 14. Milagro, F. I. et al. A dual epigenomic approach for the search of obesity biomarkers: DNA methylation in relation to diet-induced 

weight loss. FASEB J. 25, 1378–1389 (2011).
 15. Cordero, P. et al. Leptin and TNF-alpha promoter methylation levels measured by MSP could predict the response to a low-calorie 

diet. J. Physiol. Biochem. 67, 463–470 (2011).
 16. Weihrauch-Bluher, S., Richter, M. & Staege, M. S. Body weight regulation, socioeconomic status and epigenetic alterations. 

Metabolism 85, 109–115 (2018).
 17. Nicoletti, C. F. et al. DNA Methylation and Hydroxymethylation Levels in Relation to Two Weight Loss Strategies: Energy-Restricted 

Diet or Bariatric Surgery. Obes. Surg. 26, 603–611 (2016).
 18. Berisha, S. Z., Serre, D., Schauer, P., Kashyap, S. R. & Smith, J. D. Changes in whole blood gene expression in obese subjects with type 

2 diabetes following bariatric surgery: a pilot study. PLoS One 6, e16729 (2011).
 19. de Oliveira, B. A. P. et al. UCP2 and PLIN1 Expression Affects the Resting Metabolic Rate and Weight Loss on Obese Patients. Obes. 

Surg. 27, 343–348 (2017).
 20. Pinhel, M. A. S. et al. Changes in Global Transcriptional Profiling of Women Following Obesity Surgery Bypass. Obes. Surg. 28, 

176–186 (2018).

Figure 2. Study’s workflow of integrative analysis of methylation and expression arrays.

https://doi.org/10.1038/s41598-020-60814-9
http://www.webgestalt.org
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83223


7Scientific RepoRtS |         (2020) 10:6515  | https://doi.org/10.1038/s41598-020-60814-9

www.nature.com/scientificreportswww.nature.com/scientificreports/

 21. Nicoletti, C.F. et al. DNA methylation screening after Roux-en Y gastric bypass reveals the epigenetic signature stems from the 
surgery per se that does not depend on obesity. BMC. Medical. Genomics. In press (2019).

 22. Jones, P. A. Functions of DNA methylation: islands, start sites, gene bodies and beyond. Nat. Rev. Genet. 13, 484–492 (2012).
 23. Rauch, T. A., Wu, X., Zhong, X., Riggs, A. D. & Pfeifer, G. P. A human B cell methylome at 100-base pair resolution. Proc. Nat. Acad. 

Sci. USA 106, 671–678 (2009).
 24. Grundberg, E. et al. Global analysis of DNA methylation variation in adipose tissue from twins reveals links to disease-associated 

variants in distal regulatory elements. Am. J. Hum. Genet. 93, 876–890 (2013).
 25. Lee, S. T. et al. A global DNA methylation and gene expression analysis of early human B-cell development reveals a demethylation 

signature and transcription factor network. Nucleic. Acids. Res. 40, 11339–11351 (2012).
 26. Kawakami, T. et al. Multipoint methylation analysis indicates a distinctive epigenetic phenotype among testicular germ cell tumors 

and testicular malignant lymphomas. Genes. Chromosomes. Cancer. 38, 97–101 (2003).
 27. Greenawalt, D. M. et al. A survey of the genetics of stomach, liver, and adipose gene expression from a morbidly obese cohort. 

Genome. Res. 21, 1008–1016 (2011).
 28. McKay, R. M., McKay, J. P., Suh, J. M., Avery, L. & Graff, J. M. Tripeptidyl peptidase II promotes fat formation in a conserved fashion. 

EMBO. Rep. 8, 1183–1189 (2007).
 29. Turpeinen, H., Ortutay, Z. & Pesu, M. Genetics of the first seven proprotein convertase enzymes in health and disease. Curr. 

Genomics. 14, 453–467 (2013).
 30. Kuroda, M. et al. Determination of topological structure of ARL6ip1 in cells: identification of the essential binding region of 

ARL6ip1 for conophylline. FEBS. Lett. 587, 3656–3660 (2013).
 31. Sjakste, T. et al. Genetic variations in the PSMA3, PSMA6 and PSMC6 genes are associated with type 1 diabetes in Latvians and with 

expression level of number of UPS-related and T1DM-susceptible genes in HapMap individuals. Mol. Genet. Genomics. 291, 
891–903 (2016).

 32. Chattaragada, M. S. et al. FAM49B, a novel regulator of mitochondrial function and integrity that suppresses tumor metastasis. 
Oncogene 37, 697–709 (2018).

 33. Hu, W., et al Downregulation of USP32 inhibits cell proliferation, migration and invasion in human small cell lung cancer. Cell. 
Prolif. 50 (2017).

 34. Lin, N. Y. et al. Differential expression and functional analysis of the tristetraprolin family during early differentiation of 3T3-L1 
preadipocytes. Int. J. Biol. Sci. 8, 761–777 (2012).

 35. McGregor, R. A. & Choi, M. S. microRNAs in the regulation of adipogenesis and obesity. Curr. Mol. Med. 11, 304–316 (2011).
 36. Tseng, K. Y., Chen, Y. H. & Lin, S. Zinc finger protein ZFP36L1 promotes osteoblastic differentiation but represses adipogenic 

differentiation of mouse multipotent cells. Oncotarget 8, 20588–20601 (2017).
 37. Dick, K. J. et al. DNA methylation and body-mass index: a genome-wide analysis. Lancet 383, 1990–1998 (2014).
 38. Crujeiras, A. B. et al. DNA methylation map in circulating leukocytes mirrors subcutaneous adipose tissue methylation pattern: a 

genome-wide analysis from non-obese and obese patients. Sci. Rep. 7, 41903 (2017).
 39. Mendelson, M. M. et al. Association of Body Mass Index with DNA Methylation and Gene Expression in Blood Cells and Relations 

to Cardiometabolic Disease: A Mendelian Randomization Approach. PLoS Med. 14, e1002215 (2017).
 40. Mahawar, K. K. et al. Small Bowel Limb Lengths and Roux-en-Y Gastric Bypass: a Systematic Review. Obes. Surg. 26, 660–671 (2016).
 41. Chomczynski, P. & Sacchi, N. Single-step method of RNA isolation by acid guanidinium thiocyanate-phenol-chloroform extraction. 

Anal. Biochem. 162, 156–159 (1987).

Acknowledgements
The authors would like to acknowledge all volunteers who participated in the study. This study was supported 
by São Paulo Research Foundation (FAPESP) (grants #2017/07220-7, #2016/05638-1, #2013/12819-4 and 
#2015/18669-0), “Centro de Investigacion Biomedica En Red” (CIBERobn) and grants (PI17/01287) from 
the “Instituto de Salud Carlos III” (ISCIII), Spain, co-financed by the European Regional Development Fund 
(FEDER). This research/work has also been supported by MINECO grants MTM2014-52876-R and MTM2017-
82724-R; and by the Xunta de Galicia (Grupos de Referencia Competitiva ED431C-2016-015 and Centro Singular 
de Investigación de Galicia ED431G/01), all of them through the ERDF.

Author contributions
C.B.N. conceived and supervised the project. C.F.N., M.A.S.P., A.J., A.D.L., F.C. and A.B.C. performed the experiments 
and data analysis. C.F.N., M.A.S.P., N.Y.N., W.S.J. and B.A.P.O. examined and recruited the patients. C.N.F., A.B.C. and 
C.B.N. wrote the manuscript with input from the other authors. All authors read and approved the final manuscript.

competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-020-60814-9.
Correspondence and requests for materials should be addressed to A.B.C. or C.B.N.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2020

https://doi.org/10.1038/s41598-020-60814-9
https://doi.org/10.1038/s41598-020-60814-9
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Altered pathways in methylome and transcriptome longitudinal analysis of normal weight and bariatric surgery women
	Results
	Sample characteristics. 
	Comparison of gene expression and methylation patterns and integrated analysis of the data. 

	Discussion
	Methods
	Study participants. 
	DNA methylation array analysis and data processing. 
	Gene expression array analysis and data processing. 
	Overlapping of pooled gene expression and DNA methylation analysis. 
	Pathway enrichment analysis. 
	Ethics approval and consent to participate. 

	Acknowledgements
	Figure 1 Clustering analysis of the methylation and expression arrays.
	Figure 2 Study’s workflow of integrative analysis of methylation and expression arrays.
	Table 1 Genes overrepresented identified from differential methylation and expression arrays.




