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Cross-sectional studies indicate that the fat mass and obesity-associated (FTO) rs9939609 gene variant is associated with metabolic
syndrome (MetS) primarily in European ancestry. However, the association is not fully elucidated in African Americans.
We hypothesized that rs9939609 (AT = moderate-risk carriers or AA = high-risk carriers compared to TT = low-risk carriers) is
associated with MetS and its component risk factors over time; and that its association is ancestry-speciﬁc. A secondary hypothesis
was that higher levels of physical activity can decrease the deleterious effect of rs9939609 at higher body mass index (BMI).
Atherosclerosis Risk in Communities study repeated measures data from 4 visits (1987–1998) were obtained from the database of
Genotypes and Phenotypes for 10,358 participants (8170 Whites and 2188 African Americans) aged 45 to 64 years at baseline.
Guidelines for elevated blood pressure by the American College of Cardiology and American Heart Association Task Force were
updated within the MetS criteria. Risk ratios (RR) and 95% conﬁdence intervals from generalized estimating equations assessed
population-average risks.
MetS was present among 3479 (42.6%) Whites and 1098 (50.2%) African Americans at baseline, and 50.3% Whites and 57%
African Americans over 11-years of follow-up. Among MetS component risk factors, high waist circumference was most prevalent
among White AT (RR = 1.07; 1.06–1.09) and AA (RR = 1.12; 1.10–1.14) higher-risk carriers. High triglycerides were elevated among
African American AA high-risk carriers (RR = 1.11; 1.02–1.21) compared to TT low-risk carriers. Over time, White AT-and AA higherrisk carriers had 1.07 and 1.08-fold increase (P < .0001) in MetS risk. Physical activity had independent protective effects on MetS
among both races (P < .05). White AA high-risk carriers with normal BMI and low vs high physical activity had higher MetS risk (RR =
1.69; 1.25–2.30 and RR = 0.68;0.53–0.87, respectively). In rs9939609  BMI physical activity interaction, White A-allele high-risk
carriers had lower MetS risk (RR = 0.68; 0.53–0.87). Among Whites, physical activity can lessen the effect of rs9939609 and high BMI
on risk for MetS.
Abbreviations: ACC = American College of Cardiology, AHA = American Heart Association, ARIC = Atherosclerosis Risk in

Communities study, BMI = body mass index, CI = conﬁdence interval, dbGaP = database of Genotypes and Phenotypes, dbSNP =
single nucleotide variant database, FTO = fat-mass-and-obesity-associated, HDL = high density lipoprotein cholesterol, MAF =
minor allele frequency, MetS = metabolic syndrome, QIC = Akaike Information Criterion, RR = risk ratio.
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rs9939609 and MetS. However, in that study, BMI  rs9939609
interaction showed that participants with BMI ≥29 kg/m2 had
higher risk for MetS.[31]
Thus, there is evidence that rs9939609, elevated BMI, and
physical inactivity are interrelated and associated with MetS in
cross-sectional studies.[11,12,15,19,21,24] However, these studies
have been performed primarily on populations with European
(White) ancestry, and associations with rs9939609 and MetS
have not been fully elucidated in other racial ancestry
populations, speciﬁcally African Americans. The aim of this
current study was to investigate whether FTO rs9939609 variant
is associated with increased risk for MetS and its component risk
factors from baseline to 11 years of follow-up in European
ancestry (Whites) and African Americans. We hypothesized that
rs9939609 variant increases the prevalence of MetS and its
component risk factors in Whites and African Americans over
time and that the magnitude of its association is ancestry-speciﬁc.
A secondary hypothesis was that higher levels of physical activity
can decrease the deleterious effect of rs9939609 variant in
participants with higher BMI.

1. Introduction
Metabolic syndrome (MetS), an atherosclerotic disease precursor
deﬁned by the National Cholesterol Education Program Adult
Treatment Panel III as the clustering of 3 or more cardiovascular
metabolic risk factors,[1] approximately doubles the risk of type 2
diabetes, heart disease, stroke, cardiovascular mortality, and allcause mortality.[2–4] MetS is characterized by the presence of at
least 3 of 5 risk factors that include abnormal values for waist
circumference, blood pressure, fasting blood glucose, HDL
cholesterol, and triglycerides. These risk factors give an
indication of overall health and functioning of a patient’s
metabolic and circulatory systems, informing the clinician of
changes in health status over successive visits.[1] Updated
guidelines for blood pressure by the American College of
Cardiology (ACC) and American Heart Association (AHA) Task
Force[5] have lowered the blood pressure cut-points to designate
elevated systolic blood pressure as ≥120 mm Hg (previously
≥130 mm Hg) and elevated diastolic blood pressure as ≥80 mm
Hg (previously ≥85 mm Hg). Should the National Cholesterol
Education Program ATP III Guidelines adopt the lower blood
pressure cut-points, the prevalence of MetS may increase.
Reports using the old blood pressure cut-point for MetS (≥130/
85 mm Hg) show that approximately 34% of adults have
MetS,[2] with a higher prevalence in older adults and in those with
low levels of physical activity.[6] Physical activity of moderateintensity, performed 120 to 150 minutes per week, can reduce the
risk of developing MetS, type 2 diabetes, cardiovascular disease,
and stroke.[2] Furthermore, lower levels of physical activity over a
20-year period were associated with elevated metabolic risk
factors contributing to MetS.[7] MetS increases with age,
correlates with dyslipidemia, and is most prevalent among those
with less than high school education.[2,8] Conﬂicting reports
show the age-adjusted prevalence of MetS in 2009 to 2010 was
similar among Whites and African Americans (21.8%),[2]
compared to a previous report that showed a disparity of
37.2% for Whites and 25.3% for African Americans.[9]
The fat mass and obesity-associated (FTO) rs9939609 gene
variant has the highest minor allele frequency compared to other
FTO variants. It is one of the most replicated and reported variant
in the GWAS catalog (6 studies in multiple ancestries). In
addition, it has comparable minor allele frequency (MAF) in our
study population: African (MAF = 0.46), African American
(MAF = 0.44), and European (MAF = 0.43) ancestry samples.
Furthermore, rs9939609 is functionally important as shown in
HaploReg, including its role in Pou5f1 transcriptional activity.
FTO rs9939609 is the strongest genetic variant associated with
high body mass index (BMI), physical inactivity, and other
abnormal metabolic parameters in various populations.[10–25]
However, the relationship between rs9939609 and abnormal
metabolic traits (i.e., elevated waist circumference, hip circumference, waist-to-hip ratio, blood pressure, and dyslipidemia) in
some studies became non-signiﬁcant after adjustment for BMI
due to its mediating effects.[17,22,25–29]
In a meta-analysis, rs9939609 variant was associated with an
11% increased risk of MetS in Whites.[30] A cross-sectional study
found an interaction between rs9939609 and physical activity on
adiposity in Whites and African Americans.[24] In that study, each
additional copy of the high-risk rs9939609 A-allele was
associated with higher obesity-related anthropometric traits in
White and African American men. Another study that followed
Korean adults for 6 years did not ﬁnd an interaction between

2. Methods
2.1. Study population
Atherosclerosis Risk in Communities (ARIC) study data at
baseline (1987–1989) and 3 follow-up visits (1990–1992, 1993–
1995, and 1996–1998) were obtained from the database of
Genotypes and Phenotypes (dbGaP).[32] The ARIC study,
sponsored by the National Heart, Lung, and Blood Institute, is
a large-scale ongoing prospective cohort study being conducted
in 4 U.S. communities: Jackson, MS; Forsyth County, NC;
Minneapolis, MN; and Washington County, MD. ARIC was
designed to investigate the etiology and natural history of
atherosclerosis, as well as the causes of clinical atherosclerotic
diseases and their sequelae. Participants included White and
African American men and women who were 45 to 64 years old
at baseline.[33] Further design and sampling methods are
explained elsewhere.[34] All participants signed an informed
consent prior to participation in ARIC data collection. The
present study was approved by Morehouse School of Medicine
Social and Behavioral Institutional Review Board, Atlanta,
Georgia, USA.
2.2. Study variables
MetS was designated as the outcome variable, deﬁned according
to the modiﬁed National Cholesterol Education Program Adult
Treatment Panel III criteria[35] as clusters of ≥3 of the following
cardiovascular disease risk factors: waist circumference >102 cm
in men or >88 cm in women, systolic blood pressure ≥120 mm
Hg or diastolic blood pressure ≥80 mm Hg or on high blood
pressure medication, fasting blood glucose ≥100 mg/dl or
diabetes diagnosis or on diabetes medication, HDL cholesterol
<40 mg/dl in men or <50 mg/dl in women, and triglyceride
level ≥150 mg/dl or on lipid controlling medication.[2–4] BMI
(continuous variable) was calculated as weight in kilograms
divided by height in meters squared (kg/m2). Leisure-time sport
physical activity (continuous variable) was determined from the
validated Baecke self-administered questionnaire that gathered
information on habitual physical activity.[36] Leisure-time sports
physical activity data from baseline visit 1 (1987–1989) were
2
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compared to TT low-risk carriers). Among the repeated
responses at each visit, we used the exchangeable correlational
structure in the main models and the independent correlation
structure in stratiﬁed and interaction analyses as indicated by
Akaike Information Criterion testing. Robust standard errors
were used to approximate the variance correctly.[39]
All potential risk factors and covariates were tested for
inclusion in models. Each MetS component risk factor was
deﬁned as 0 = value in the desired healthy range and not medically
treated or 1 = risk value for MetS component or medically
treated. MetS component risk factors were summed to create the
MetS variable. Participants having at least 3 of the 5 MetS
component risk factors were identiﬁed as having MetS. In order
to choose parsimonious models for our study, we used Wald tests
in model building. We intentionally did not include covariates for
whether participants were current drinkers and current smokers,
following testing that demonstrated no signiﬁcant differences in
Wald tests estimates for rs9939609 between the model that
included these covariates and a model that did not. Pearson ChiSquared tests of hypothesis for independence for categorical
variables and One-way ANOVA test for continuous variables
were applied to examine differences in genotype distributions
with risk factors among each racial group separately. Current
drinker (yes/no) as presently drinks alcohol weekly, current
cigarette smoker (yes/no) as presently smokes cigarettes weekly,
type 2 diabetes (yes/no), coronary heart disease (yes/no), and
stroke (yes/no) were used to describe the sample (shown in
Table 1) but were not used in other analyses.
Parsimonious models for rs9939609 variant and MetS
adjusted for age, gender, physical activity level, education level,
duration of study time, and the ﬁrst 3 genetic principal
components to correct for population genetic admixture stratiﬁed
by Whites or African Americans were chosen as the ﬁnal models
for presentation in the main effects models. In analyses to
investigate the probability of either remaining free of MetS over
time at each visit, we calculated the time between study visits as
the midpoint of each interval (in years) plus the time contributed
from the preceding visit.
In stratiﬁcation models, we used normal BMI as BMI < 25.0
kg/m2, and overweight/obese as BMI ≥ 25.0 kg/m2. Physical
activity (Baecke units, 1–5) was dichotomized at the breakpoint
for Whites as 1.6 = low physical activity and >1.6 = high
physical activity, and for African Americans as 2.1 = low
physical activity and >2.1 = high physical activity. To test the
3-way interaction of rs9939609 variant, BMI, and physical
activity (i.e., rs9939609  BMI  physical activity) by race, we
used available ARIC data as the linear combination of
rs9939609, BMI, and/or physical activity, adjusted for covariates. All regression analyses were bootstrap with 10,000
repetitions. Statistical analyses were conducted using Stata MP,
version 15.0 (StataCorp, College Station, TX).

carried forward to visit 2, and physical activity data from visit 3
was duplicated and carried forward to visit 4 (1993–1995)
because these data were collected only at visits 1 and 3. Education
level (3 level categorical variable) was collected at visit 1 only.
Age (continuous variable), gender, duration of study time (a
numerical sequential indicator for each visit (1 to 4)), and the ﬁrst
3 genetic principal components (continuous variable - used to
correct for population genetic admixture) were included as
additional covariates. FTO rs9939609 variant was presented as
the main predictor variable whose values were equal to the
number of copies of the high-risk A-allele under the additive
model (i.e., 0 = TT low-risk, 1 = AT moderate-risk, and 2 = AA
high-risk carriers). BMI and leisure-time sport physical activity
were deﬁned as the interaction variables. All analyses were
stratiﬁed by race, which was self-reported as White or African
American. In other analyses that involved interaction, race, and
gender were the stratifying variables.
2.3. DNA extraction and genotyping
Based on dbSNP (single nucleotide variant database) data, the
FTO rs9939609 variant is in intron 1 of the FTO gene (Chr.
16q12.2). Genotyping of rs9939609 and the genetic principal
components were performed on whole blood using the TaqMan
assay (Applied Biosystems, Foster City, CA, USA), utilizing the
Affymetrix 6.0 single nucleotide variant array, and the Birdseed
calling algorithm[37] at the Broad Institute Center for Genotyping
and Analysis. Allele detection was carried-out using the ABI
Prism 7700 Sequence Detection System (Applied Biosystems). We
extracted FTO rs9939609 variant data from ARIC genome-wide
association study using the software Plink.[38]
2.4. Statistical analysis
The original participant sample included 14,928 participants at
baseline. We imputed missing observations on leisure-time sports
physical activity, BMI, and education level to augment our
sample, especially for African Americans. Imputations were <2%
of the original participant sample. To assimilate an ambulatory
population, participants were excluded from the analysis at
baseline and follow-up if they had mean arterial pressure <60
mm Hg (n = 117), if there was a difference of <20 mm Hg
between systolic and diastolic blood pressures (n = 31), if systolic
blood pressure was <80 mm Hg (n = 11), or if diastolic blood
pressure was <45 mm Hg (n = 110). Additional participants were
excluded if they had missing observations at baseline for MetS
component risk factors (n = 315), FTO rs9939609 variant (n =
2179), or the ﬁrst 3 genetic principal components to control for
admixture (n = 1807). Our ﬁnal models included 10,358
participants, of which 8170 (78.9%) were White and 2188
(21.1%) were African American. The Hardy–Weinberg equilibrium test for rs9939609 was performed using the Chi-Squared
goodness-of-ﬁt test for Whites and African Americans separately.
Generalized estimating equation regression analyses to estimate
population-average risks with risk ratios (RR) and 95%
conﬁdence intervals (CI) were used to evaluate the relationship
between FTO rs9939609 variant and risk for MetS and its
components over time. In these models, we examined the average
longitudinal change in MetS and its component risk factors with
repeated measures from visit 1 (baseline) to visit 4 (11 years)
separately for Whites and African Americans and by rs9939609
variant (i.e., AT moderate-risk carriers or AA high-risk carriers

3. Results
3.1. Descriptive characteristics
At baseline (1987–1989), there were 8,170 Whites (3,479;
42.6%) and 2188 African Americans (1,098; 50.2%) with MetS
aged 45 to 64 years. The number (percent) of participants at
baseline who met the old MetS criteria that included blood
pressure cut-points of ≥130 mm Hg systolic and ≥85 mm Hg
diastolic was 3194 (37.1%) Whites and 1042 (47.67%) African
3
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Table 1
Baseline characteristics of participants by race and FTO rs9939609 genotype: The ARIC study.
Whites (n = 8170)
Characteristics
Genotype frequencies
Age (45–64 years)
Female (%)
Physical activity level (1–5 Baecke units)
Body mass index (kg/m2)
Underweight (%)
Normal weight (%)
Overweight (%)
Obese (%)
Current smoker (%)
Current drinker (%)
Education level (%)
< High school (%)
High school or vocational school graduate
or some college education (%)
≥College graduate (%)
Waist circumference (cm)
Systolic blood pressure (mm Hg)
Diastolic blood pressure (mm Hg)
Fasting blood glucose (mg/dl)
HDL cholesterol (mg/dl)
Triglyceride level (mg/dl)
Diabetes (%)
Coronary heart disease (%)
Stroke/TIA (%)
Metabolic syndrome (%)

TT (n = 2905)
∗

AT (n = 3893)
∗

African Americans (n = 2188)
AA (n = 1372)
∗

TT (n = 609)

AT (n = 1075)

AA (n = 504)

49.1x
53.4 (5.8)
61.5x
2.1 (0.7)
29.7 (6.0)
1.0£
19.9
37.8
41.4
31.1
34.7

23.0x
53.7 (5.8)
58.7x
2.2 (0.7)
29.8 (5.8)
0.6x£
18.0x
39.1
42.4
31.2
33.3

35.6
54.4 (5.7)
∗
52.4
2.5 (0.8)
26.7 (4.6)
∗
0.8
∗
39.6
39.6
∗
20.0
∗
25.0
66.0

47.7
54.3 (5.7)
53.5<
2.5 (0.8)
27.1 (4.8)
0.8<
∗
35.4
41.2
∗
22.8
<
24.7
66.8

16.8
54.3 (5.6)
∗
49.6 <
2.6 (0.8)
27.7 (5.1)
∗
0.4 <
32.9∗
39.3
∗
27.4
∗<
22.9
66.8

27.8x
53.5 (5.9)
60.9
2.2 (0.7)
29.7 (6.3)
0.8x
20.5x
39.2
39.5
27.8
32.2

14.7
∗
46.1

15.5
∗
44.2

14.5
45.0

41.5
26.6

39.4
27.6

41.3
29.0

39.2
∗
95.22 (12.95)
118.6 (17.1)
71.7 (9.7)
104.6 (30.9)
50.9 (16.8)
134.2 (89.8)
7.7∗
5.2∗

40.3
∗
96.30 (13.26)
118.7 (16.5)
71.9 (9.7)
105.2 (29.4)
50.5 (16.7)
140.3 (99.4)
9.1∗
5.2<
∗
16.7
∗
43.8

40.5
∗
97.90 (13.73)
119.2 (16.8)
72.3 (9.8)
105.7 (31.7)
50.1 (16.8)
136.0 (84.1)
10.1∗
∗
6.3 <
17.7<
∗
45.1

31.9
99.8 (15.1)
129.1 (20.7)
80.3 (11.7)
119.3 (60.7)
54.1 (17.6)
118.8 (96.3)
21.0
4.4x
14.0
∗
52.6x

33.0x
99.6 (15.0)
128.5 (20.6)
79.8 (12.3)
117.4 (55.7)
54.4 (16.7)
112.4 (59.1)
19.5
4.7x
15.4
∗
49.2

29.8x
99.5 (14.9)
129.0 (21.8)
79.5 (11.9)
118.2 (52.9)
54.1 (16.9)
123.4 (111.7)
20.2
5.6x
16.5
49.4x

∗

14.7 <
∗
39.8

Values are means (SD) unless otherwise indicated.
ARIC = Atherosclerosis Risk in Communities study, BMI = body mass index, HDL = high density lipoprotein cholesterol.
%, percent of sample. All other variable results are means.
Current drinker, presently drinks alcohol weekly; current smoker, presently smokes cigarettes weekly.
Underweight (BMI < 18.5 kg/m2), Normal weight (BMI: 18.5–24.9 kg/m2), Overweight (BMI: 25.0–29.9 kg/m2), and Obese (BMI ≥ 30 kg/m2) were calculated as percentages of total BMI.
Bold, means or proportions that were statistically different at P < .05.
∗<
P value < .05 compared TT, AT, and AA genotypes among Whites.
x,£
P value < .05 compared TT, AT, and AA genotypes among African Americans.
P values for proportions of categorical variables among FTO rs9939609 genotypes were calculated using Pearson Chi-Squared tests of hypothesis for independence for categorical variables and One-way ANOVA
for differences between means of continuous variables.

Americans. Using these older blood pressure criteria (i.e., ≥130/
≥85 mm Hg), the prevalence of MetS during the 11-year followup period was 46.4% in Whites and 54.2% in African
Americans. In contrast, using the updated criteria for elevated
blood pressure (i.e., ≥120/≥80 mm Hg), the prevalence of MetS
was 50.3% in Whites and 57.0% in African Americans. The FTO
rs9939609 variant was found to be in Hardy–Weinberg
equilibrium (P > .05) in both racial groups.
Table 1 shows baseline characteristics of participants in our
study stratiﬁed by race and rs9939609 genotypes (TT = low risk,
AT = moderate risk, and AA = high risk). Genotype frequencies
were statistically different within both racial groups. In general,
the proportion of participants with normal BMI, BMI ≥ 30 kg/
m2, females, current smokers, high waist circumference, type 2
diabetes, coronary heart disease, stroke/TIA, or MetS was
signiﬁcantly different between rs9939609 genotypes among
Whites. However, only coronary heart disease and MetS were
signiﬁcantly different between rs9939609 genotypes among
African Americans.
Figure 1 displays the 4 visits by number of MetS component
risk factors (0, 1, 2, 3, 4, and 5) by race and rs9939609
genotypes. African Americans accumulated a higher percent of
≥3 MetS component risk factors than Whites across visits, but

percentages among Whites were generally higher in the TT lowrisk carriers compare to AT and AA higher-risk carriers. More
speciﬁcally, across all visits from baseline to 11 years of followup, a lower percentage of African American rs9939609 TT, AT,
and AA carriers had 0, 1, and 2 MetS component risk factors and
a higher percent had 3 and 4 MetS component risk factors.
However, a smaller proportion of African Americans had 5 MetS
component risk factors than Whites. As MetS component risk
factors increased over time, the percent of participants with 0, 1,
and 2 MetS component risk factors became progressively smaller
across all visits, moreso in African Americans than Whites. The
prevalence of 3, 4, and 5 MetS component risk factors (deﬁned as
having MetS) increased in both Whites and African Americans
across visits, with more African Americans having 3 or more
MetS component risk factors than Whites.
Figure 2 shows the proportion of participants with MetS and
without MetS and those who reversed from MetS to without
MetS. Across all visits, White AT and AA higher-risk carriers
generally had a higher proportion of MetS than TT low-risk
carriers over time. Among participants without MetS, a lower
percentage of Whites were AT and AA higher-risk carriers
compared to TT low-risk carriers, while for African Americans,
there is no clear pattern. African Americans who converted from
4
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Figure 1. Percent of participants within TT, AT, and AA genotypes at baseline and over time with MetS component risk factors (i.e., high waist circumference, high
blood pressure, high fasting blood glucose, low HDL (high density lipoprotein) cholesterol, and high triglycerides) in the ARIC study.

Figure 2. Percentage of participants within TT, AT, and AA genotypes at baseline (visit 1) and through 11 years of follow-up (visit 4) who remained free of metabolic
syndrome (2 risk factors), those who remained with metabolic syndrome (≥3 risk factors), those who converted from having metabolic syndrome to not having
metabolic syndrome (i.e., decreased from ≥3 risk factors to 2 risk factors), and those with converted from without metabolic syndrome to having metabolic
syndrome (i.e., increased from 2 risk factors to ≥3 risk factors) in the ARIC study. X-axis description for time in study: Baseline (visit 1); 5 years (end of visit 2); 8
years (end of visit 3); 11 years (end of visit 4).

5
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Figure 3. Estimated probability by race for those who remained free of metabolic syndrome (2 risk factors) at each visit. Log rank test showed no signiﬁcances
differences in survival functions between FTO rs9939609 (TT, AT, and AA carriers) for Whites (P = .686) and African Americans (P = .334). Time in study (Years): 0 =
baseline (visit 1), 5 = end of visit 2, 8 = end of visit 3, 11 = end of visit 4.

(P < .05). These main-effects relationships were observed only
for high triglyceride levels among African Americans AA highrisk carriers over time (RR = 1.11; 1.02–1.21)

having MetS to not having MetS were more likely to be AT and
AA higher-risk carriers than TT low-risk carriers.
Figure 3 displays the longitudinal changes in metabolic
syndrome across time, by race, for those who remained free of
MetS and ﬁrst conversion to MetS at each visit. At time zero, all
participants were free of MetS. However, with time, participants
converted to MetS such that at about 3 years, all White AA highrisk carriers converted to MetS; 86% of AT moderate-risk
carriers and 55% of TT low-risk carries converted to MetS.
Among African Americans at about 3 years into the study, nearly
all TT low-risk carriers converted to MetS; 65% of AT and 86%
of AA higher-risk carriers converted to MetS. There was no clear
relationship with FTO rs9939609 genotypes among African
Americans, unlike among Whites. In Figure 3A and 3B, the log
rank test for equality in survival was not signiﬁcantly different
between genotypes by race.

3.3. FTO rs9939609 variant and MetS
Among Whites in main effects models, the FTO rs9939609
variant was signiﬁcantly associated with small increases in risk
for MetS over time after adjusting for covariates (Table 3).
Whites with 1 high-risk allele (AT moderate-risk carriers) and 2
high-risk alleles (AA high-risk carriers) had 1.07 and 1.08-fold
increase in the risk for MetS (P < .05) over 11 years of follow-up.
Among Whites, BMI nulliﬁed the effect estimates of FTO
rs9939609 on MetS and therefore was not included in the models
in Table 3. Statistically signiﬁcant effects were not seen among
African Americans.
One of the underlying reasons for assessing dominant and
recessive modes of inheritance is to see whether participants with
at least 1 high-risk allele (dominant mode) or 2 high-risk alleles
(recessive mode) have an increased risk for MetS. We used the
method of the QIC to select the best ﬁtting model. Because
generalized estimating equation is based on a correlation
structure, the correlation matrix had the smallest Akaike
Information Criterion (QIC) value across the different equations
in the main models. In stratiﬁed models with BMI and physical
activity, the independent correlation structure had the lowest
QIC among different correlational structures and this was used as
the preferred correlational structure in stratiﬁed models. In main
models, we compared the additive A-allele, dominant and
recessive equations, for Whites and African Americans separately. For Whites, the values were: additive A-allele mode QIC =
7109.193, dominant mode QIC = 7158.258, and recessive mode
QIC = 7118.232. For African Americans, the corresponding
values were: additive A-allele mode QIC = 6115.160, dominant

3.2. FTO rs9939609 polymorphism and MetS component
risk factors
Table 2 shows the 5 components of MetS. Among the 5 MetS
components, FTO rs9939609 variant was associated with the
highest magnitude of risk for higher waist circumference in
Whites but not in African Americans. In general, White
participants with elevated waist circumference who had 2
high-risk alleles (AA carriers) had a higher risk (Risk Ratio
(RR) = 1.12; 95% conﬁdence interval: 1.10–1.14) than those
with 1 high-risk allele (AT-allele carriers; RR = 1.07; 1.06–1.09).
Whites who carry the A-allele (AT and AA genotypes) had 6%
higher risk (RR = 1.06; 1.05–1.07) for elevated waist circumference. Likewise, we observed small signiﬁcant associations with
elevated blood pressure, high fasting blood glucose, low HDL
cholesterol and high triglyceride levels for AA and AT higher-risk
carriers compared to TT low-risk carriers among Whites
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Table 2
FTO rs9939609 and increase risk in metabolic syndrome component risk factors by race over time in the ARIC study.
Risk ratio (95% Conﬁdence interval)
Characteristics

Whites (n = 8170)

African Americans (n = 2188)

1.06 (1.05–1.07)
1.02 (1.01–1.03)
1.02 (1.00–1.03)
1.02 (1.01–1.03)
1.03 (1.01–1.05)
(n = 6798)
1.07 (1.06–1.09)
1.03 (1.01–1.04)
1.04 (1.02–1.06)
1.03 (1.01–1.06)
1.05 (1.03–1.08)
(n = 4277)
1.12 (1.10–1.14)
1.03 (1.01–1.05)
1.03 (1.01–1.05)
1.03 (1.01–1.06)
1.05 (1.02–1.09)

1.00 (0.99–1.02)
0.99 (0.98–1.00)
1.00 (0.98–1.01)
0.97 (0.91–1.03)
1.05 (1.01–1.10)
(n = 1684)
1.01 (0.99–1.04)
0.99 (0.97–1.01)
0.99 (0.96–1.02)
0.96 (0.86–1.07)
1.03 (0.95–1.11)
(n = 1113)
1.01 (0.98–1.04)
0.99 (0.97–1.01)
0.99 (0.96–1.03)
0.94 (0.82–1.07)
1.11 (1.02–1.21)

∗

FTO rs9939609: A vs TT
High waist circumference (>102/>88 cm men/women)
Elevated blood pressure (≥120/80 mm Hg or HTN meds)
High fasting blood glucose (≥100 mg/dl, T2DM dx, DM meds)
Low HDL cholesterol (<40/ < 50 mg/dl men/women
High triglyceride level (≥150 mg/dl)
FTO rs9938609: AT vs TT£
High waist circumference (>102/>88 cm men/women)
Elevated blood pressure (≥120/80 mm Hg or HTN meds)
High fasting blood glucose (≥100 mg/dL, T2DM dx, DM meds)
Low HDL cholesterol (<40/< 50 mg/dl men/women
High triglyceride level (≥150 mg/dl)
FTO rs9939609: AA vs TTx
High waist circumference (>102/>88 cm men/women)
Elevated blood pressure (≥120/80 mm Hg or HTN meds)
High fasting blood glucose (≥100 mg/dl, T2DM dx, DM meds)
Low HDL cholesterol (<40/< 50 mg/dl men/women
High triglyceride level (≥150 mg/dl)

Bold indicates P values < .05.
∗
Additive model: A vs TT , Comparison for higher-risk participants with at least 1 high-risk A-allele compared to low-risk participants with 2 low-risk alleles.
AT vs TT£, Comparison for moderate-risk participants with 1 high-risk A-allele compared to low-risk participants with 2 low-risk alleles.
AT vs TT£, Comparison for high-risk participants with 2 high-risk A-alleles compared to low-risk participants with 2 low-risk alleles.
DM = diabetes mellitus, dx = diagnosis, HDL = high density lipoprotein, HTN = high blood pressure, T2DM = type 2 diabetes.
Model: Each component of metabolic syndrome was regressed on age, gender, physical activity (sports Baecke domain), education level, duration of study time, and ﬁrst 3 genetic principle components to control
for population admixture separately for Whites and African Americans using generalized estimating equation analyses.

mode QIC = 6124.590, and recessive mode QIC = 6116.776. Our
results suggest that the additive A-allele QIC was the smallest, but
differences within races were small.

activity. The risk was higher for AT carriers, but the conﬁdence
intervals were very wide, indicating imprecision of the estimate,
most likely due to small sample size. Most importantly, only the
overweight/obese category and low and high physical activity
categories among Whites met Bonferroni correction for multiple
testing. Among African Americans, there were no statistically
signiﬁcant effects for high or low physical activity or for
overweight or obese categories. Only the FTO rs9939609  BMI
interaction in Whites was statistically signiﬁcant.
Figure 4 shows the combinations of stratiﬁcations of FTO
rs9939609, low and high BMI, and low and high physical activity
on MetS. Among Whites with normal BMI and low physical
activity, higher risks for MetS were seen among FTO rs9939609

3.4. FTO rs9930609, BMI, and physical activity in relation
to MetS
Table 4 shows the effects of high and low levels of BMI and
physical activity on MetS by race. Among Whites, we observed
mostly small effects for FTO rs9939609 on MetS for overweight/
obese participants. Within strata of high and low physical
activity, participants with low physical activity level had higher
risks for MetS than participants who reported high physical

Table 3
FTO rs9939609 and longitudinal changes in metabolic syndrome by race over time in the ARIC study.
Risk ratio (95% Conﬁdence interval)
Characteristics

Whites (n = 8170)

FTO rs9939609 variant
Additive model: A vs TT#
AT vs TT£
AA vs TTx
Dominant model: AT+AA vs TT<
Recessive model: AA vs AT+TT€

1.04
1.07
1.08
1.03
1.07

(1.03–1.06)
(1.05–1.09)
(1.05–1.10)
(1.01–1.06)
(1.06–1.09)

African Americans (n = 2188)
0.99
0.99
0.99
0.99
0.99

(0.97–1.01)
(0.96–1.02)
(0.95–1.03)
(0.96–1.03)
(0.96–1.02)

Bold indicates P values < .05.
Additive model: A vs TT#, Comparison for higher-risk participants with at least 1 high-risk A-allele compared to low-risk participants with 2 low-risk alleles.
AT vs TT£, Comparison for moderate-risk participants with 1 high-risk A-allele compared to low-risk participants with 2 low-risk alleles.
AA vs TTx, Comparison for high-risk participants with 2 high-risk A-alleles compared to low-risk participants with 2 low-risk alleles.
<
Comparison for AT and AA higher-risk participants together with 1 and 2 high-risk A-alleles compared to low-risk participants with 2 low-risk alleles.
€
Comparison for higher-risk participants with 2 high-risk A-alleles compared to lower-risk participants with 1 and 2 low-risk alleles.
Main effects models: metabolic syndrome was regressed on age, gender, physical activity (Baecke sports domain), education level, duration of study time, and ﬁrst 3 genetic principle components to control for
population admixture separately for Whites and African Americans using generalized estimating equation analyses. These analyses did not include BMI.
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Table 4
Associations between FTO rs9930609 and MetS over time stratiﬁed by BMI or physical activity and race in the ARIC study.
P for interaction

Risk ratio (95% Conﬁdence interval)
Model

Normal weight

FTO rs9939609  BMI

Overweight/obese

0.99
1.06
0.92
0.89
1.03

(0.94–1.03)
(1.00–1.14)
(0.84–1.02)
∗
(0.82–0.98)
(0.97–1.10)

1.03
1.04
1.05
1.02
1.04

(1.01–1.04)
∗
(1.02–1.06)
∗
(1.02–1.07)
(1.00–1.04)
∗
(1.02–1.06)

Additive model: A vs TT#
AT vs TT£
AA vs TTx
Dominant model: (AT+AA vs TT)<
Recessive model: (AA vs AT+TT)€

1.13
1.38
1.29
1.03
1.35

(0.98–1.30)
∗
(1.05–1.81)
(0.93–1.78)
(0.80–1.32)
(1.04–1.75)

0.99
0.98
0.98
0.98
0.98

(0.96–1.01)
(0.94–1.03)
(0.93–1.03)
(0.94–1.03)
(0.94–1.02)

Low physical activity

Whites (n = 8170)

∗

Additive model: A vs TT#
AT vs TT£
AA vs TTx
Dominant model: (AT+AA vs TT)<
Recessive model: (AA vs AT+TT)€

African Americans (n = 2188)

.544
.911
.509
.408
.840
FTO rs9939609 
physical activity

High physical activity

∗

.007
<.001
.062
.771
.001

∗

Additive model: A vs TT#
AT vs TT£
AA vs TTx
Dominant model: (AT+AA vs TT)<
Recessive model: (AA vs AT+TT)€

1.07
1.07
1.15
1.11
1.09

(1.03–1.12)
(1.00–1.14)
∗
(1.06–1.25)
∗
(1.03–1.19)
∗
(1.03–1.16)

1.04
1.08
1.07
1.03
1.07

(1.02–1.06)
∗
(1.05–1.11)
∗
(1.03–1.11)
(0.99–1.06)
∗
(1.05–1.10)

Additive model: A vs TT#
AT vs TT£
AA vs TTx
Dominant model: (AT+AA vs TT)<
Recessive model: (AA vs AT+TT)€

1.00
1.01
1.00
0.99
1.01

(0.97–1.04)
(0.95–1.08)
(0.93–1.08)
(0.93–1.06)
(0.95–1.07)

0.99
0.99
0.99
0.99
0.99

(0.95–1.03)
(0.93–1.06)
(0.91–1.07)
(0.92–1.06)
(0.93–1.06)

Whites (n = 8170)
.162
.934
.089
.051
.597
African Americans (n = 2188)
.326
.390
.339
.560
.308

BMI = body mass index, MetS = metabolic syndrome.
Bold indicates P value < .05.
∗
Bonferroni correction for multiple comparisons was calculated as P value: .05/2 = .025.
Main effects models: metabolic syndrome was regressed on age, gender, physical activity (Baecke sports domain), education level, duration of study time, and ﬁrst 3 genetic principle components to control for
population admixture stratiﬁed by BMI (normal or overweight/obese) and race (Whites or African Americans) using generalized estimating equation analyses.
Normal weight, BMI < 25.0 kg/m2; Overweight or obese, BMI ≥ 30.0 kg/m2.
Physical activity was determined using the Baecke questionnaire (values range from 1 to 5 Baecke units). The results were dichotomized for Whites as 1.6 = low physical activity and >1.6 = high physical
activity, and for African Americans as 2.1 = low physical activity and >2.1 = high physical activity.
Additive model: A vs TT#- Comparison for higher-risk participants with at least 1 high-risk A-allele compared to low-risk participants with 2 low-risk alleles.
AT vs TT£, Comparison for moderate-risk participants with 1 high-risk A-allele compared to low-risk participants with 2 low-risk alleles.
AA vs TTx, Comparison for high-risk participants with 2 high-risk A-alleles compared to low-risk participants with 2 low-risk alleles.
Dominant model: (AT+AA vs TT)<, Comparison for AT and AA higher-risk participants together with 1 and 2 high-risk A-alleles compared to low-risk participants with 2 low-risk alleles.
Recessive model: (AA vs AT+TT)€, Comparison for higher-risk participants with 2 high-risk A-alleles compared to lower-risk participants with 1 and 2 low-risk alleles.

compared risks for FTO rs9939609  BMI vs FTO
rs9939609  BMI  physical activity in AT moderate-risk
carriers. Statistically signiﬁcant effects were less common
among African Americans.

higher-risk carriers. However, a high physical activity level was
protective in participants with normal BMI. Among Whites
reporting a high physical activity level who were overweight or
obese, slightly higher risks were seen. Among African Americans,
most risks were not signiﬁcant, except that AT moderate-risk
carriers with normal BMI and low physical activity had a 1.46fold increased risk for MetS (RR = 1.46; 1.00–2.13). However,
the conﬁdence interval was wide, indicating imprecision, and the
lower end bordering non-signiﬁcance.
Figure 5A and 5B show the effect estimates of the variables
and their interactions adjusted for covariates and other
interaction terms in relation to MetS. The highest risks were
seen among Whites for the effect of FTO rs9939609 alone in
higher-risk carriers. In both racial groups, each additional BMI
unit was associated with small increases in risk for MetS.
However, physical activity alone was independently protective
of MetS in FTO rs9939609. Among Whites, the protective
effects of physical activity on MetS remained signiﬁcant even
after Bonferroni correction for multiple testing when we

4. Discussion
We observed that the prevalence of MetS in the ARIC population
was 50.3% in Whites and 57% in African Americans using the
updated criteria for elevated blood pressure (≥120/≥80 mm Hg),
compared to 46.4% in Whites and 54.2% in African Americans
when using the older criteria (≥130/≥85 mm Hg). Among MetS
component risk factors, waist circumference was the most
prevalent among Whites with AT and AA genotypes. FTO
rs9939609 variant was signiﬁcantly associated with high
triglyceride level in African Americans. Our ﬁndings show that
FTO rs9939609 variant had small contributions to increased risk
for MetS in Whites in the main effects models. Among Whites,
high levels of physical activity were protective against deleterious
8
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Figure 4. Associations of FTO rs9930609, BMI, and Physical Activity in Relation to MetS. overwt, overweight. Normal weight, BMI < 25.0 kg/m2; Overweight or
obese, BMI ≥ 25.0 kg/m2. Physical activity was determined using the Baecke questionnaire (values range from 1 to 5 Baecke units). Physical activity was
dichotomized for ∗Whites as 1.6 = low physical activity and >1.6 = high physical activity, and for African Americans as 2.1 = low physical activity and >2.1 = high
physical activity. Bonferroni correction for multiple comparisons was calculated as P value: .05/2 = .025. Metabolic syndrome was regressed on age, gender,
physical activity (Baecke sports domain), education level, duration of study time, and the ﬁrst 3 genetic principle components to control for population admixture
separately for Whites and African Americans using generalized estimating equation analysis. All models were stratiﬁed by combinations of high or low BMI or high or
low physical activity. The P values for interactions for FTO rs9939609  BMI  physical activity were as follow, Whites: A-allele P < .001, AT P = .558, AA P = .140,
dominant P = .002, and recessive P = .747; African Americans: A-allele P = .028, AT P = .060, AA = .010, dominant P = .039, and recessive P = .013.

physical activity interaction lowered the risk of overweight/
obesity and increasing BMI in a Nigerian population.[40]
Rampersaud et al[23] found that physical activity blunted the
effects of obesity in an Amish population. In another ARIC study
analysis, Demerath et al[24] found an interaction with FTO
rs9939609 variant and physical activity on BMI, waist
circumference, and skinfold thickness among White and African
American men. Moreover, Demerath et al[24] and Andreasen
et al[22] found that high physical activity levels decreased the
effect of rs9939609 variant on body fat accumulation and
adiposity in their cross-sectional studies. Like Demerath et al[24]
we also observed interactions with rs9939609 variant, BMI and
physical activity on risk of MetS over time in the ARIC sample,
but among Whites only. Furthermore, the overall effect of high
levels of physical activity had protective independent effects on
MetS in both racial groups (P < .05). The risks for MetS were
highest among Whites for the independent effect of FTO
rs9939609 in higher-risk carriers. Each additional unit of BMI
had small increases in risk for MetS, such that a BMI of 25 and 30
kg/m2 would convey relative risks of 1.79 (1.40–2.28) and 2.01
(1.50–2.69), respectively. However, higher levels of physical
activity had independent protective effects against MetS in both

effect of FTO rs9939609 on MetS, regardless of whether they had
normal BMI or were overweight or obese.
In other studies, de Luis et al[15] found that females with the
rs9939609 TT low-risk variant without MetS but who were
obese had higher levels of insulin resistance, insulin, and
triglycerides using the old MetS criteria with higher cut-points
for blood pressure. It is likely, however, that some participants in
that study who had <3 MetS risk factors would be categorized as
having MetS using the updated criteria for elevated blood
pressure.
Al-Attar et al[19] found that the FTO rs9939609 variant was
associated with MetS in a non-White population, a ﬁnding that
was not observed in our study, possibly due to relatively small
sample size of African Americans. The prevalence of MetS is
known to increase with rising BMI. Similar to the Korean study
by Biak et al[31] we found that BMI modiﬁed the effect of the FTO
rs9939609 variant on MetS over time in Whites. The interactions
of rs9939609 variant with BMI increased the risk ratios above
that of the main effects models among Whites. However, among
Whites, the risk ratios became protective when physical activity
was included in the interaction model (rs9939609  BMI 
physical activity). Oyeyemi et al found that FTO rs9939609 
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Figure 5. A and B. Interactions between FTO rs9939609  BMI  Physical activity in relation to MetS. Interaction models: Metabolic syndrome was regressed on
FTO rs9939609, age, gender, physical activity (Baecke sports domain), body mass index, education level, duration of study time, the ﬁrst 3 genetic principle
components to control for population admixture,
and interactions for FTO rs9939609  BMI  physical activity, for Whites and African Americans separately using
∗
generalized estimating equation model. Bonferroni correction for multiple comparisons was calculated as P value: .05/4 = .013.

to have lower rates of MetS than Whites.[41] Despite ﬁnding
higher rates for MetS among African Americans than Whites in
our sample, we did not observe any signiﬁcant associations of
rs9939609 with MetS in the main effects models. Some reports
claim that the lack of association of FTO rs9939609 variant and
MetS among African Americans may be due to the differences in
linkage disequilibrium patterns and that this genetic effect may be
captured by different markers in Whites than African Americans.[42] However, in our analysis, through interactions with BMI
and physical activity, we observed higher risks that were
statistically signiﬁcant for AT moderate risk carriers among
African Americans, but conﬁdence intervals were wide, which
demonstrated low statistical power or a chance ﬁnding. Our
analyses may also contain residual confounding due to the

racial groups (P < .05) and blunted the adverse effects of higher
BMI.
An important aspect of our study was that we used an updated
deﬁnition of the MetS, based on the current blood pressure
guidelines, which were revised in 2017.[5] Use of the current
blood pressure guidelines (vs the older criteria) increased the
prevalence of MetS in Whites and African Americans from
41.4% to 49.4% at baseline and from 49.2% to 56.8% at the
follow-up time points.
We identiﬁed a few limitations in our study. The sample of
African Americans in the ARIC cohort was smaller than for
Whites, particularly after excluding participants with missing
values for covariates. This may have contributed to nonsigniﬁcant ﬁndings in our results. African Americans are reported
10
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Figure 5. (Continued).

population admixture genetic biases. The observation that physical
activity may attenuate the effect of the rs9939609 variant and
higher BMI on MetS risk adds to the well-documented beneﬁts of
physical activity and supports the recommendations of the Physical
Activity Guidelines for Americans.[43] It will be important to
replicate these genetic analyses in future studies with a larger
sample of African Americans.

exclusion of dietary factors. Nonetheless, the effects we found
among Whites and African Americans in our longitudinal study
extended the results of cross-sectional studies.
In summary, these ﬁndings suggest that the interaction of FTO
rs9939609 variant and BMI can signiﬁcantly increase the risk for
MetS among Whites over time and that physical activity can
decrease these risks. Our ﬁndings also indicate that the
association of the FTO rs9939609 variant with MetS may be
ancestry-speciﬁc, which is supported by the lack of signiﬁcance
among African Americans in the ARIC sample. In addition, the
interactions of rs9939609 variant with BMI and physical activity
on MetS risk differed based on ancestry. The longitudinal aspect
of this study provides evidence for a genetic effect of the FTO
rs9939609 variant among people of European ancestry (Whites)
on risks for MetS, even after accounting for age, gender, physical
activity, education level, duration of follow-up time, and

Author contributions
Conceptualization: Dale S Hardy.
Formal analysis: Dale S Hardy, Susan B Racette.
Funding acquisition: Dale S Hardy, Tesfaye B Mersha.
Investigation: Dale S Hardy.
Methodology: Dale S Hardy, Jane T Garvin, Tesfaye B. Mersha,
Susan B Racette.
11

Hardy et al. Medicine (2020) 99:6

Medicine

[20] Kring SI, Holst C, Zimmermann E, et al. FTO gene associated fatness in
relation to body fat distribution and metabolic traits throughout a broad
range of fatness. PLoS One 2008;3:e2958.
[21] Wang H, Dong S, Xu H, et al. Genetic variants in FTO associated with
metabolic syndrome: a meta- and gene-based analysis. Mol Biol Rep
2012;39:5691–8.
[22] Andreasen CH, Stender-Petersen KL, Mogensen MS, et al. Low physical
activity accentuates the effect of the FTO rs9939609 polymorphism on
body fat accumulation. Diabetes 2008;57:95–101.
[23] Rampersaud E, Mitchell BD, Pollin TI, et al. Physical activity and the
association of common FTO gene variants with body mass index and
obesity. Arch Intern Med 2008;168:1791–7.
[24] Demerath EW, Lutsey PL, Monda KL, et al. Interaction of FTO
and physical activity level on adiposity in African-American and
European-American adults: the ARIC study. Obesity (Silver Spring)
2011;19:1866–72.
[25] Frayling TM, Timpson NJ, Weedon MN, et al. A common variant in the
FTO gene is associated with body mass index and predisposes to
childhood and adult obesity. Science 2007;316:889–94.
[26] Cauchi S, Stutzmann F, Cavalcanti-Proenca C, et al. Combined effects of
MC4R and FTO common genetic variants on obesity in European
general populations. J Mol Med 2009;87:537–46.
[27] Ng MC, Park KS, Oh B, et al. Implication of genetic variants near
TCF7L2, SLC30A8, HHEX, CDKAL1, CDKN2A/B, IGF2BP2, and
FTO in type 2 diabetes and obesity in 6,719 Asians. Diabetes
2008;57:2226–33.
[28] Freathy RM, Timpson NJ, Lawlor DA, et al. Common variation in the
FTO gene alters diabetes-related metabolic traits to the extent expected
given its effect on BMI. Diabetes 2008;57:1419–26.
[29] Qi L, Kang K, Zhang C, et al. Fat mass-and obesity-associated (FTO)
gene variant is associated with obesity: longitudinal analyses in two
cohort studies and functional test. Diabetes 2008;57:3145–51.
[30] Zhou D, Liu H, Zhou M, et al. Common variant (rs9939609) in the FTO
gene is associated with metabolic syndrome. Mol Biol Rep
2012;39:6555–61.
[31] Baik I, Shin C. Interactions between the FTO rs9939609 polymorphism,
body mass index, and lifestyle-related factors on metabolic syndrome
risk. Nutr Res Pract 2012;6:78–85.
[32] 2015;National Center for Biotechnology Information, U.S. National
Library of MedicineThe database of genotypes and phenotypes.
Available at: http://www.ncbi.nlm.nih.gov/gap [Accessed 2/11/2015]
[33] Jackson R, Chambless LE, Yang K, et al. Differences between
respondents and nonrespondents in a multicenter community-based
study vary by gender ethnicity. The Atherosclerosis Risk in Communities
(ARIC) study investigators. J Clin Epidemiol 1996;49:1441–6.
[34] The Atherosclerosis Risk in Communities (ARIC) Study: Design and
objectives. The ARIC Investigators. Am J Epidemiol 1989;129:687–702.
[35] Chackrewarthy S, Gunasekera D, Pathmeswaren A, et al. A Comparison
between revised NCEP ATP III and IDF deﬁnitions in diagnosing
metabolic syndrome in an urban Sri Lankan population: the Ragama
Health Study. ISRN Endocrinol 2013;320176.
[36] Baecke JA, Burema J, Frijters JE. A short questionnaire for the
measurement of habitual physical activity in epidemiological studies.
Am J Clin Nutr 1982;36:936–42.
[37] Korn JM, Kuruvilla FG, McCarroll SA, et al. Integrated genotype calling
and association analysis of SNPs, common copy number polymorphisms
and rare CNVs. Nat Genet 2008;40:1253–60.
[38] Purcell S. Plink: Whole genome association analysis toolset. 2017.
Available at: http://pngu.mgh.harvard.edu/∼purcell/plink/ [Accessed 4/
12/2017]
[39] Diggle PJ, Heagerty P, Liang KY, et al. Analysis of Longitudinal Data.
Second ed.Great Britain: Oxford University Press; 2009. 138-152.
[40] Oyeyemi BF, Ologunde CA, Olaoye AB, et al. FTO gene associates and
interacts with obesity risk, physical activity, energy intake, and time spent
sitting: Pilot study in a Nigerian population. J Obes 2017;3245270.
[41] Osei K, Gaillard T. Disparities in cardiovascular disease and type 2
diabetes risk factors in blacks and whites: dissecting racial paradox of
metabolic syndrome. Front Endocrinol (Lausanne) 2017;8:204.
[42] Adeyemo A, Chen G, Zhou J, et al. FTO genetic variation and association
with obesity in West Africans and African Americans. Diabetes
2010;59:1549–54.
[43] Piercy KL, Troiano RP, Ballard RM, et al. The physical activity guidelines
for Americans. JAMA 2018;320:2020–8.

Project administration: Susan B Racette.
Supervision: Dale S Hardy, Susan B Racette, Tesfaye B. Mersha.
Visualization: Jane T Garvin.
Writing – original draft: Dale S Hardy, Jane T Garvin, Susan B
Racette.
Writing – review & editing: Dale S Hardy, Jane T Garvin, Tesfaye
B Mersha, Susan B Racette.

References
[1] Grundy SM. Metabolic syndrome update. Trends Cardiovasc Med
2016;26:364–73.
[2] Mozaffarian D, Benjamin EJ, Go AS, et al. Heart disease and stroke
statistics–2015 update: a report from the American Heart Association.
Circulation 2015;131:e29–322.
[3] Mottillo S, Filion KB, Genest J, et al. The metabolic syndrome and
cardiovascular risk a systematic review and meta-analysis. J Am Coll
Cardiol 2010;56:1113–32.
[4] Gami AS, Witt BJ, Howard DE, et al. Metabolic syndrome and risk of
incident cardiovascular events and death: a systematic review and metaanalysis of longitudinal studies. J Am Coll Cardiol 2007;49:403–14.
[5] Whelton PK, Carey RM, Aronow WS, et al. 2017 ACC/AHA/AAPA/
ABC/ACPM/AGS/APhA/ASH/ASPC/NMA/PCNA guideline for the
prevention, detection, evaluation, and management of high blood
pressure in adults: a report of the American College of Cardiology/
American Heart Association Task Force on Clinical Practice Guidelines. J
Am Coll Cardiol 2018;71:e127–248.
[6] Bankoski A, Harris TB, McClain JJ, et al. Sedentary activity associated
with metabolic syndrome independent of physical activity. Diabetes Care
2011;34:497–503.
[7] Camhi SM, Katzmarzyk PT, Broyles S, et al. Association of metabolic
risk with longitudinal physical activity and ﬁtness: coronary artery risk
development in young adults (CARDIA). Metab Syndr Relat Disord
2013;11:195–204.
[8] Carnethon MR, Loria CM, Hill JO, et al. Risk factors for the metabolic
syndrome: the Coronary Artery Risk Development in Young Adults
(CARDIA) study. Diabetes Care 2004;27:2707–15.
[9] Go AS, Mozaffarian D, Roger VL, et al. Heart disease and stroke
statistics-2014 update: a report from the American Heart Association.
Circulation 2014;129:e28–92.
[10] Fawwad A, Siddiqui IA, Zeeshan NF, et al. Association of SNP
rs9939609 in FTO gene with metabolic syndrome in type 2 diabetic
subjects, recruited from a tertiary care unit of Karachi, Pakistan. Pak J
Med Sci 2015;31:140–5.
[11] Hardy DS, Racette SB, Hoelscher DM. Macronutrient intake as a mediator
with FTO to increase body mass index. J Am Coll Nutr 2014;33:256–66.
[12] Liguori R, Labruna G, Alﬁeri A, et al. The FTO gene polymorphism
(rs9939609) is associated with metabolic syndrome in morbidly obese
subjects from southern Italy. Mol Cell Probes 2014;28:195–9.
[13] Li X, Song F, Jiang H, et al. A genetic variation in the fat mass- and
obesity-associated gene is associated with obesity and newly diagnosed
type 2 diabetes in a Chinese population. Diabetes Metab Res Rev
2010;26:128–32.
[14] Bressler J, Kao WH, Pankow JS, et al. Risk of type 2 diabetes and obesity
is differentially associated with variation in FTO in whites and AfricanAmericans in the ARIC study. PLoS One 2010;5:e10521.
[15] de Luis DA, Aller R, Conde R, et al. Relation of the rs9939609 gene
variant in FTO with metabolic syndrome in obese female patients. J
Diabetes Complications 2013;27:346–50.
[16] Tabara Y, Osawa H, Guo H, et al. Prognostic signiﬁcance of FTO
genotype in the development of obesity in Japanese: the J-SHIPP study.
Int J Obes (Lond) 2009;33:1243–8.
[17] Tan JT, Dorajoo R, Seielstad M, et al. FTO variants are associated with
obesity in the Chinese and Malay populations in Singapore. Diabetes
2008;57:2851–7.
[18] Marvelle AF, Lange LA, Qin L, et al. Association of FTO with obesityrelated traits in the Cebu Longitudinal Health and Nutrition Survey
(CLHNS) Cohort. Diabetes 2008;57:1987–91.
[19] Al-Attar SA, Pollex RL, Ban MR, et al. Association between the FTO
rs9939609 polymorphism and the metabolic syndrome in a non-Caucasian
multi-ethnic sample. Cardiovasc Diabetol 2008;7: 1475-2840-7-5.

12

