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INTRODUCTION OBJECTIVES METHODOLOGY

Gestational obesity can cause metabolic The aims of this work were to study: A global methylation array (Infinium® Methylation EPIC BeadChip) was made in placental samples from 24 pregnant
programming in the offspring. Epigenetic mothers with either normal weight gain or gestational obesity. Two CpGs in FRAT-1 were significantly associated with .
modifications such as DNA methylation have <+ The methylation status of FRAT-1 in increased maternal weight during gestation (FDR = 2.20x10-6 and OR = 0.91; FDR = 2.17x10-6 and OR = 0.94). The g
been suggested as potential mechanisms placentas of women with either methylation status of these CpGs in FRAT-1 was validated by pyrosequencing in a cohort of 64 pregnant women (39 §
underlying this programming. FRAT-1 is a gene normal weight or gestational obesity. with normal weight gain and 25 with gestational obesity) and its association with endocrine-metabolic parameters

involved in the WNT signaling pathway, which is ¢ Its association with endocrine- [weight, height, body mass index (BMI) and body composition] in the offspring at 6 years of age was assessed.

an important regulator of adipose tissue metabolic parameters in the offspring
SCREENING VALIDATION

the offspring at 6 years of age. This methylation may explain, at least in part, the metabolic programming in the

development. at 6 years of age. N=24
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RESULTS FRAT-1 methylation status was | FRAT-1 CpG2 == Y
significantly associated with a Array EPIC Bead Pyromark Q48 | | |
Chip (lllumina) Pyrosequencer Figure 1: Schematic representation of the used methodology.
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offspring caused by gestational obesity.

Table 1: Descriptive analysis of the endocrine-metabolic parameters from both mothers and the offspring at 6 years of age. -



