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Abstract: Background: A better understanding of the influence of genetic factors on the response to
lifestyle interventions in people with obesity may allow the development of more personalised, effec-
tive and efficient therapeutic strategies. We sought to determine the influence of six obesity-related
genetic risk scores on the magnitude of weight lost by patients with severe obesity who completed
a dietary intervention. Methods: In this single-centre prospective cohort study, participants with
severe and complicated obesity who completed a 24-week, milk-based meal replacement programme
were genotyped to detect the frequency of common risk alleles for obesity and type 2 diabetes-related
traits. Genetic risk scores (GRS) for six of these traits were derived. Participants with a potentially
deleterious monogenic gene variant were excluded from the analysis. Results: In 93 patients com-
pleting the programme who were not carrying a known obesity-related gene mutation, 35.5% had
diabetes, 53.8% were female, mean age was 51.4 & 11 years, mean body mass index was 51.5 £ 8.7
and mean total weight loss percent at 24 weeks was 16 £ 6.3%. The waist-hip ratio (WHR) GRS
was inversely associated with percentage total weight loss at 24 weeks (adjusted {3 for one standard
deviation increase in WHR GRS —11.6 [-23.0, —0.3], p = 0.045), and patients in the lowest tertile
of WHR GRS lost more weight. Conclusions: Patients with severe and complicated obesity with a
genetic predisposition to central fat accumulation had less weight loss in a 24-week milk-based meal
replacement programme, but there was no evidence for influence from the five other obesity-related
genetic risk scores on the response to dietary restriction.

Keywords: bariatric; body mass index; genetic risk score; meal replacement; milk; severe obesity;
single nucleotide polymorphism; waist-hip ratio

1. Background

For people with severe obesity (conventionally defined as a body mass index (BMI)
>40 kg m~2 or >35 kg m 2 with co-morbidities such as type 2 diabetes), relatively intensive
weight loss interventions are often indicated [1]. While bariatric surgery is a very effective
treatment for obesity and related disorders [2], it is not suitable for all patients. Similarly,
there is heterogeneity in the need for and response to obesity drug therapy [3]. Lifestyle
modification is always the cornerstone of the therapeutic approach to the patient with
obesity. Several studies have confirmed the benefits of structured lifestyle interventions
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in different patient groups, including those with non-diabetic hyperglycaemia [4], cardio-
vascular disease [5] and type 2 diabetes [6]. However, meaningful, sustained reductions in
weight over time are difficult to achieve with lifestyle approaches alone [7]. Some suggest
that a meaningful improvement in health requires a weight loss of 10% [8], although we
have recently described improvements in fitness and reductions in blood pressure, lipid
profiles and HbAlc after more modest weight loss in a prospective cohort study of patients
with severe obesity attending our service [9].

Whilst environmental factors such as sedentary lifestyle and poor diet are implicated
in the pathogenesis of obesity and type 2 diabetes, complex genetic factors also modify
disease expression [10]. Significant differences have been observed in diabetes prevalence
rates between distinct ethnic groups and these are not accounted for by environmental
factors alone [11]. Additionally, there is a high rate of disease concordance in monozygotic
twins [12]. A study comparing differences in concordance between monozygotic and
dizygotic twins reported a heritability estimate of 77% for type 2 diabetes and 65% for body
mass index (BMI) [13]. Heritability estimates for obesity vary according to BMI, being lower
in the overweight range and higher with normal weight or obesity [14]. Further evidence of
the importance of heritability in the development of the metabolic consequences of obesity
comes from studies in individuals who have a family history of diabetes. Normal glucose
tolerant offspring who have a parent with diabetes have reduced skeletal muscle oxygen
uptake in spite of similar physical activity levels to those without a family history [15].
These individuals have also been found to have impaired mitochondrial function [16],
insulin sensitivity [17] and beta-cell function [18].

Genome-wide association studies (GWAS) examining several hundred thousand sin-
gle nucleotide polymorphisms (SNPs) in large populations have identified common genetic
variants associated with obesity. The first of these was the fat mass and obesity associ-
ated (FTO) gene, for which the risk allele predisposes to diabetes through an effect on
BMI [19]. Adults who are homozygous for the risk allele weigh approximately 3 kg more
and have a 1.67-fold increased risk of obesity compared to those with no risk allele [20].
Further GWAS studies have revealed more than 100 different common genetic variants or
regions associated with BMI [21], with almost all of these (including many components
of the melanocortin pathway) acting in the central nervous system and influencing food
intake and dietary behaviour [22]. How polymorphisms modify the relationship between
anthropometric and metabolic traits and lifestyle factors such as diet and physical activ-
ity has not been fully established. Several researchers have described the influence of
genetic polymorphisms on the response to lifestyle modification [23,24]. In the Finnish
Diabetes Prevention Study, the Pro12Ala polymorphism conferred a two-fold increased
risk in the overall cohort of progression to diabetes [25]. In the US Diabetes Prevention
Program, TCF7L2 polymorphisms were associated with an increased risk of progression to
diabetes [26], such that the beneficial effects of lifestyle were abolished in the TCF7L2 risk
allele group.

Several researchers have described the use of low energy liquid diets as components
of intensive lifestyle modification programmes for the treatment of obesity. Typical initial
weight loss is approximately 10 kg [27-29], but often weight regain limits the longer-
term efficacy of these interventions [7] and retention rates are low [30]. At the regional
endocrinology clinic for patients with severe obesity in Galway University Hospitals,
we have developed a 24-week, outpatient, milk-based meal replacement programme for
patients with severe obesity. There is an initial weight loss phase, followed by weight
stabilisation and weight maintenance phases, each lasting eight weeks, with an average
total body weight loss in programme completers of 15.9 £ 6.0% [31]. This cohort of patients
offered a unique opportunity to examine the influence of common SNPs identified using
genome-wide association studies for obesity-related traits on the response to an intensive
milk-based meal replacement programme in adults with severe obesity.



J. Pers. Med. 2022, 12, 1881

30f13

2. Methods
2.1. Study Design

The “GERONIMO (Genetic Effects on the Response to an Outpatient Intensive Nutri-
tional Intervention in Medically Complicated Obesity) Study” was a single-centre, retrospec-
tive cohort study of adults with severe obesity attending our hospital-based endocrinology
service, who completed our milk-based meal replacement programme.

2.2. Setting

All metabolic and anthropometric baseline and follow-up measures for the study were
conducted at the Centre for Diabetes, Endocrinology and Metabolism at Galway University
Hospitals. Each visit during the milk programme also took place there. The acquisition of
blood for genotyping took place at the Health Research Board Clinical Research Facility
(HRB CRF) in GUH. Approval to conduct the study was provided by the Galway University
Hospitals” Central Research Ethics Committee (reference CA-1802) in November 2018. The
study was conducted according to STROBE (Strengthening The Reporting of OBservational
Studies in Epidemiology) guidelines [32].

2.3. Study Population

Participants were recruited from the already established cohort of milk programme
completers as outlined above, who were attending for follow-up. An invitation letter
and information sheet were prepared, detailing the requirements of study participation
and the procedures involved. For those who agreed to participate, an appointment was
made to attend the HRB CRFG after an overnight fast. All procedures were carried out in
accordance with the principles of good clinical practice. Fully informed written consent
was obtained from each participant prior to testing.

2.4. Inclusion and Exclusion Criteria

Male and female patients aged 18 years or older, attending the endocrinology service
for management of severe and complicated obesity and who completed the milk-based
meal replacement programme were eligible for inclusion. Severe obesity was defined
as a BMI >40 kg m~2 (or >35 kg m 2 with co-morbidities such as type 2 diabetes or
obstructive sleep apnoea syndrome). Female patients of childbearing potential who were
pregnant, breast-feeding or intended to become pregnant or were not using adequate
contraceptive methods were excluded from the original milk diet intervention. Those with
a recent myocardial infarction (within six months), untreated arrhythmia, untreated left
ventricular failure, recent cholelithiasis (within one year), hepatic or renal dysfunction,
type 1 diabetes, major psychiatric disorders, eating disorders, cancer, previous bariatric
surgery, a BMI <35 kg m 2 or those deemed unlikely to attend for the full programme (e.g.,
frequent clinic non-attendance) were also excluded from the milk diet intervention.

2.5. Milk Diet Intervention

The milk-based low energy liquid diet (LELD) consisted of three continuous eight-
week phases, each with fortnightly visits to the endocrinology clinic. During the first
(weight loss) phase from weeks one to eight inclusive, an exclusively milk-based liquid
diet was prescribed, with approximately 2.5 L per day of semi-skimmed milk, divided
over seven equal portions throughout the day, with additional sodium, vitamin, mineral
and fibre supplementation. This was equivalent to approximately 1200 kcal, 130 g of
carbohydrates and 40 g of fat per participant per day. The specific caloric content and
amount of milk was calculated according to each participant’s weight at baseline and their
estimated daily protein requirements (calculated using the formula 0.17 g N, /kg x 6.25).
For patients with a BMI < 50 kg m~2, we replaced 75% of their daily protein requirements
and for those with a BMI > 50 kg m~2, 65% of their total daily protein requirements were
replaced, equivalent to approximately 130 g of protein per day, as we have described
previously [31]. During the second phase (weight stabilization) from weeks nine to sixteen
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inclusive, there was a gradual re-introduction of low-calorie meals from a set menu over
eight weeks, under the supervision of the dietitian. Finally, in the third phase (weight
maintenance) from weeks 17 to 24 inclusive, the milk component of the diet was stopped
completely and a fully solid isocaloric diet was established, with individualized meal plans,
under dietetic supervision.

2.6. Anthropometric Measurements

Weight was measured on a Tanita® scale and height with a Seca® wall-mounted stadiometer.

2.7. Blood Samples

Bloods taken during the milk diet intervention were drawn after an overnight fast. All
blood samples were processed locally in the Galway University Hospitals” Department
of Clinical Biochemistry (certified to ISO 15189 2007 accreditation standard). HbAlc was
measured with high pressure liquid chromatography (HPLC) (Menarini® (Florence, Italy)
HAB8160 auto-analyzer). Total cholesterol was measured using the CHOP-PAP method.
HDL-cholesterol and triglycerides were measured using the enzymatic and the GPO-PAP
methods, respectively (COBAS® 8000 modular analyser (Roche, West Sussex, U.K.)). LDL-
Cholesterol was derived with the Friedewald equation.

2.8. Genotyping

After fully informed written consent for genotyping, an ethylenediamine tetra-acetic
acid (EDTA) sample was drawn and sent to the genetics laboratory by courier. Genotyping
was performed using a custom Axiom genotyping array prepared by ThermoFisher. Briefly,
the genotyping array was designed to detect 114,782 variants, 97.2% of which were rare
variants in candidate genes for monogenic obesity and diabetes. The remainder were
specific common SNPs identified from obesity-related GWAS studies, in order to generate
genetic risk scores as used in this study. Sample genotyping was performed for 101 samples
according to Thermo Fisher guidelines by Oxford genomics and processed by the GeneTitan
Multi-channel instrument (Thermo Fisher Scientific, Waltham, Massachusetts, USA). Probe
clustering was performed using the AxiomGT1 algorithm in the Axiom analysis suite
V5.1.1. Rare heterozygosity adjustment was used to adjust for multi-probe mismatches,
which substantially improves correct rare variant calls for very rare variants [33]. Initial
genotyping filtering was conducted according to the Axiom array guidelines, with the per-
sample call rate set to 93% and the dish quality control (DQC) threshold set to 82%, in order
to detect poor quality genotyping due to the presence of a high background signal resulting
from erroneous sample preparation or DNA contamination. Data from samples that did
not pass the quality control (QC) metrics provided above (1 = 0), were duplicates (n = 0),
that showed a high degree of heterozygosity or relatedness (n = 0), or which displayed
discordant genetic and self-reported sex (n = 0) were removed from further analysis.
Individuals were deemed to have a potentially deleterious monogenic obesity variant if
they carried either two rare (minor allele frequency <1%) autosomal recessive variants or
one autosomal dominant variant with a combined annotation dependent depletion (CADD)
score above 15 in known or suspected monogenic obesity genes [34]. Such individuals were
removed from the analyses reported here. Common SNPs, as identified from available
summary statistics in European individuals of previously conducted GWAS, for body
mass index [35], body fat percentage [36], favourable adiposity [37], waist-hip ratio (WHR)
(adjusted for BMI) [38], adiponectin [39] and type 2 diabetes [40] were used to construct
the respective weighted genetic risk scores for each phenotype using Plink v2.0 [41]. Any
variants which had a variant-wise missingness above 5% were removed prior to deriving
the genetic risk scores (1 = 0 across all scores).

2.9. Statistical Analysis Plan

A comparison of patient characteristics at baseline according to diabetes status was
performed using the unpaired t-test for normally distributed continuous variables and
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the Wilcoxon Rank Sum Test (i.e., the Mann Whitney U Test) for non-normally distributed
continuous variables. Differences in proportions were assessed using the Chi-squared test.
Differences in the magnitude of weight loss during the milk diet between genetic risk score
tertiles were assessed using one way analysis of variance (ANOVA), including pairwise
ANOVA with Bonferroni adjustment. Associations between genetic risk scores (treated as a
continuous independent or exposure variable) and weight change (as the continuous de-
pendent or outcome variable) were measured using linear regression, including adjustment
for age, sex, ethnicity, diabetes status and diabetes medication usage. Stata SE® Version 17
(College Station, Texas, USA) was used for all statistical analyses.

3. Results

Between January 2013 and October 2018, we reviewed 1867 newly referred patients
with severe obesity in our endocrinology clinic, as outlined in Figure 1. Of these, 260 patients
(13.9%) started the milk-based meal replacement programme and of these, 139 (53.5%) com-
pleted all 24 weeks of the intervention, while 121 (46.5%) discontinued (“dropped out of”)
the intervention and were not included in these analyses. Of the 139 milk diet completers
we invited to this study, 105 (75.5%) agreed to participate and provided written informed
consent. In four of these patients, the blood samples obtained were of insufficient volume
or quality, or were missing, which precluded genetic analysis. In the remaining 101 patients,
genotyping revealed a gene mutation implicated in obesity pathogenesis in eight patients,
and these patients were excluded from further analysis here. The baseline characteristics of
the remaining 93 patients are shown in Table 1, according to their diabetes status. The 35%
of patients with diabetes had similar age, sex and blood pressure to those without diabetes,
with lower BMI and excess body weight, consistent with a lower weight threshold for
starting this intervention compared to patients without diabetes. Variations in lipid profiles
were likely due to a higher prevalence of statin use in patients with diabetes (though we
do not have information on statin use in these patients to hand). Baseline differences in
HbAlc and diabetes medication use were as anticipated. Patients were predominantly of
White Irish self-reported ethnicity, with Polish White (two), Irish Traveller (two), German
Jewish White (one), German White (one), Asian Pakistani (one) and Hungarian White (one)
also reported. Patients with diabetes had a slightly higher type 2 diabetes genetic risk
score, but other scores were similar in patients with and without diabetes. In the cohort
overall, the excess body weight percentage at the start of the milk diet was 106.1 & 34.9%
(range 36.9-187.1%). This reduced to an excess body weight percentage of 73 4 31.9%
(range 10.5-142.7%) after 24 weeks (p < 0.0001). The absolute change in excess body weight
percentage in the overall cohort was 33.1 £ 13.8% (range 9.1-68.3%).

Of the six genetic risk scores we tested, two (BMI GRS and Adiponectin GRS) were
associated with baseline weight and BMI in adjusted regression models, but the other
four scores were not, as shown in Table 2. Next, we categorised the genetic risk scores
according to their tertile. When responses to the milk-based meal replacement programme
after 24 weeks according to the tertile of the relevant genetic risk score were compared
using one-way analysis of variance, the magnitude of the reduction in total and excess body
weight percentage was greater in patients who were within the lowest tertile of WHR GRS,
compared to higher tertiles, as shown in Figure 2a—e. However, there were no statistically
significant differences in the magnitude of percentage excess weight loss according to tertile
for any of the other five genetic risk scores, nor was the WHR GRS associated with baseline
weight or BMI. In order to account for the potential confounding effects of age, sex, diabetes
status, ethnicity and diabetes medication usage, we treated the six genetic risk scores as
(separate) continuous exposure (or independent) variables and indices of weight loss as
outcome (or dependent) variables, in unadjusted and adjusted regression models as shown
in Table 2. Once again, the only genetic risk score that was associated with the magnitude
of weight loss was the WHR GRS. For every 0.1 unit increase in the WHR GRS, the BMI at
follow up (adjusted for baseline BMI and the above confounders) was 0.58 kgm 2 higher,
weight was 1.65 kg higher and the total reduction in body weight was 1.16% lower. The
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absolute change in percentage excess body weight tended towards being 2.41% lower for
every 0.1 unit increase in WHR GRS, but this association was not statistically significant

(p = 0.06), as shown. Results were similar in adjusted and unadjusted analyses.

[n=1867]

New Referrals to Endocrine Clinic for
Assessment of Severe Obesity (January
2013 to October 2018)

y

[n =260]

Started Milk-Based Meal Replacement
Programme

[n=1607]

Not Referred to Milk-Based
Meal Replacement
Programme

[n=121]

v

[n=93]

Included in GERONIMO Cohort Analysis

Figure 1. Flow Diagram of Recruitment of Participants to GERONIMO Study.
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Table 1. Baseline Characteristics of GERONIMO Study Participants, According to Diabetes Status.

Type 2 Diabetes No Diabetes p-Value
n 33 60
Age (years) 52.7 +8.9 50.6 +12 0.39
Sex (female) 15 (45.5%) 35 (58.3%) 0.23
Ethnicity (White Irish) 30 (90.9%) 54 (90%) 0.62
Height (m) 1.69 +0.1 1.68 +0.1 0.67
Weight (kg) * 131 (117.0, 159.4) 145.3 (130, 167.1) 0.056
Ideal Body Weight (kg) * 70.6 (65.6, 76.6) 68.9 (64.4,76.6) 0.67
Excess Body Weight (kg) * 56.8 (44.6,91.3) 76.5 (64.1,94.3) 0.031
Excess Body Weight (%) 95.9 +40.6 111.6 +30.3 0.05
Body Mass Index (kgm_z) 49 +10.1 529 +7.6 0.037
Total Cholesterol (mmol/1) 4.3 +1.2 49 +0.8 0.0042
LDL-Cholesterol (mmol/1) 2.3 +0.9 2.8 +0.8 0.0033
HDL-Cholesterol (mmol/1) * 1 0.9,1.2) 1.2 (1.1, 1.5) 0.0045
Triglycerides (mmol/1) * 1.9 (1.5,2.5) 1.6 (1.3,1.9) 0.047
Triglyceride: HDL Ratio * 4.6 (3.3,5.6) 3.1 (2.1,3.8) 0.0019
HbAlc (mmol/mol) 67 (55, 73) 39 (36,41) <0.001
GRS—Body Mass Index 2.06 +0.16 2.07 +0.14 0.62
GRS—Body Fat Percent 0.35 +0.07 0.35 +0.07 0.95
GRS—Favourable Adiposity 0.17 +0.03 0.17 +0.03 0.64
GRS—Waist-Hip Ratio 1.14 +0.10 1.14 +0.13 0.83
GRS—Type 2 Diabetes 10.25 +0.40 10.01 +0.49 0.022
GRS—Adiponectin 0.28 +0.08 0.30 +0.06 0.074
On metformin 30 (90.9%) 7 (11.7%) <0.001
On insulin 9 (27.3%) 0 (0%) <0.001
On sulphonylurea 13 (39.4%) 0 (0%) <0.001
On DPPIV-inhibitor 6 (18.2%) 0 (0%) 0.001
On SGLT2-inhibitor 6 (18.2%) 0 (0%) 0.001
On GLP1-receptor agonist 13 (39.4%) 3 (5%) <0.001
On PPARy-receptor agonist 1 (3%) 0 (0%) 0.18

DPPIV: Dipeptidyl Peptidase IV, GLP1: Glucagon-Like Peptide, GRS: Genetic Risk Score, PPARy: Peroxisome
Proliferator-Activated-Receptor Gamma, SGLT2: Sodium-Glucose-Like Transporter-2. Normally distributed
data are presented as means =+ standard deviation. * Non-normally distributed data are presented as median
(interquartile range). Numbers of participants in each group are presented as n (percentage). Comparisons between
normally distributed variables were made using the unpaired t-test and between non-normally distributed
variables using the Wilcoxon Rank Sum Test (i.e., the Mann Whitney U test). Differences in proportions were
assessed using the Chi-squared test.

Table 2. Associations Between Obesity-Related Genetic Risk Scores and Changes after 24 Weeks in
Anthropometric and Metabolic Variables in Patients with Severe Obesity Completing the Milk-Based
Meal Replacement Programme.

Model 1 Model 2 Model 3
Variable
B [95% C.I.] 4 B [95% C.L] 4 B [95% C.L] r
BMI GRS Score:

Baseline Weight (kg) 30.0 [—10.9,70.8] 0.148 27.3 [—6.2,60.8] 0.108 36.5 [2.3,70.7] 0.037
Baseline BMI (kg m™2) 10.6 [-1.6,22.8] 0.087 105 [-1.3,22.2] 0.081 13.0 [0.8,25.3] 0.038
Follow-up Weight (kg) —5.6 [-18.8,7.6] 0.401 —6.2 [-19.5,7.0] 0.353 —55 [—20.1,9.0] 0.451

Follow-up BMI (kg m~2) —24 [-7.0,2.3] 0.312 -23 [-7.0,2.3] 0.319 -2.0 [-7.1,3.1] 0.441

Change in Total Body Weight (%) -39 [—47.6,39.7] 0.858 -25 [—46.0,41.0] 0.909 —43 [-51.3,42.7] 0.857

Change in Excess Body Weight (%) 5.8 [—89.7,101.3] 0.904 9.2 [—85.3,103.7] 0.847 2.0 [—99.3,103.2] 0.969
Waist-Hip Ratio GRS Score:

Baseline Weight (kg) -32 [—56.3,49.9] 0.905 7.3 [—37.3,52.0] 0.745 10.8 [—32.4,54.1] 0.619
Baseline BMI (kg m™2) —-3.0 [-19.2,13.1] 0.709 1.6 [-17.2,139] 0.835 12 [-16.6,14.2] 0.877
Follow-up Weight (kg) 15.1 [-0.5,30.7] 0.057 14.5 [-1.3,30.2] 0.071 16.5 [0.0, 33.0] 0.050

Follow-up BMI (kg m~2) 5.5 [0.0,10.9] 0.051 5.3 [—0.3,10.8] 0.062 5.8 [0.0, 11.6] 0.050
Change in Total Body Weight (%) -10.8 [—21.6,0.0] 0.049 —10.4 [—21.3,0.5] 0.060 —11.6 [—23.0, —0.3] 0.045
Change in Excess Body Weight (%) —239 [—48.2,0.4] 0.054 —22.1 [—46.3,2.0] 0.072 —24.1 [—49.2,1.0] 0.060
Adiponectin GRS Score:

Baseline Weight (kg) 137.3 [49.7,225.0] 0.002 100.7 [24.4,177.0] 0.010 46.7 [—-39.4,132.7] 0.283
Baseline BMI (kg m~—2) 36.0 [9.1, 62.9] 0.009 36.1 [9.6, 62.5] 0.008 22.3 [-8.1,52.6] 0.149
Follow-up Weight (kg) —14.0 [~44.7, 16.6] 0.366 134 [-44.1,17.3] 0.386 -10.0 [—44.6,24.7] 0.569

Follow-up BMI (kg m~2) -5.7 [-16.3, 4.8] 0.285 —43 [—15.0, 6.4] 0.429 -39 [-16.1,8.4] 0.532
Change in Total Body Weight (%) 6.7 [-13.5,26.9] 0.512 3.7 [-16.8,24.2] 0.722 2.3 [-21.5,26.1] 0.850
Change in Excess Body Weight (%) 43.8 [0.5,87.2] 0.047 38.1 [-5.7,81.9] 0.088 27.9 [-22.9,78.7] 0.278
Type 2 Diabetes GRS Score:
Baseline Weight (kg) —45 [-17.2,8.1] 0.479 -25 [—13.4,8.4] 0.649 -13 [—12.6,10.0] 0.818
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Table 2. Cont.

Model 1 Model 2 Model 3
Variable
B [95% C.I.] 4 B [95% C.1.] 4 B [95% C.1.] 4
Baseline BMI (kg m~2) -0.2 [—4.1,3.6] 0.901 -0.9 [—4.7,2.9] 0.633 —0.6 [—4.6,34] 0.765
Follow-up Weight (kg) 3.4 [-0.5,7.3] 0.086 3.3 [-0.8,7.3] 0.111 3.5 [-1.0,7.9] 0.123
Follow-up BMI (kg m~2) 1.2 [—0.2,2.6] 0.090 1.1 [-0.3,2.5] 0.133 1.2 [-04,2.7] 0.138
Change in Total Body Weight (%) -22 [—4.9,0.5] 0.109 -2.0 [—4.8,0.8] 0.160 -2.3 [-5.4,0.8] 0.140
Change in Excess Body Weight (%) —49 [-10.9,1.1] 0.109 —49 [-10.9,1.2] 0.114 5.1 [-11.7,1.6] 0.134
Change in Excess Body Weight (%) —104 [—47.3,26.4] 0.575 —10.7 [—47.1,25.7] 0.641 —114 [-51.2,28.3] 0.567

{3 coefficients and [95% confidence intervals] are presented with the relevant genetic risk score as the exposure (or
independent) variable, and the relevant anthropometric outcome as the dependent variable. Model 1 is adjusted
for the baseline measure of the dependent anthropometric variable (for follow-up weight and BMI). Model 2 is as
per model 1, additionally adjusted for age and sex. Model 3 is as per model 2, additionally adjusted for ethnicity,

diabetes status and diabetes medication usage.
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Figure 2. (a) Baseline Body Weight, By Tertile of Waist-Hip Ratio GRS. (b) Baseline Body Mass Index,
By Tertile of Waist-Hip Ratio GRS. (c) Total Body Weight Loss Percentage at 24 Weeks, By Tertile of
Waist-Hip Ratio GRS. (d) Excess Body Weight Loss Percentage at 24 Weeks, By Tertile of Waist-Hip
Ratio GRS. (e) Total Body Weight Loss in Kilograms at 24 Weeks, By Tertile of Waist-Hip Ratio GRS.

For Figure 2a—e, the p-values for between-tertile comparisons were derived from
pairwise ANOVA, with Bonferroni correction.

4. Discussion

We have shown that in a cohort of adults with severe obesity completing a 24—week
milk-based meal replacement programme, the magnitude of weight loss was greater in
those participants in the lowest tertile of WHR GRS and that the inverse association between
WHR GRS and weight loss persisted after adjusting for age, sex and diabetes medication
usage. This suggests that those people with severe obesity who have a genetic tendency to
store fat centrally respond less well to intensive dietary restriction. To our knowledge, this
observation has not been described previously in patients with severe obesity undergoing
a meal replacement programme. Populations with severe obesity are known to carry a
higher genetic risk burden for body fatness than the general population and are likely to be
enriched with risk alleles for obesity [42], and previous research has examined how SNPs
in candidate genes influence their response to other intensive weight loss interventions,
such as bariatric surgery. For example, variations in SNPs at FKB51 [43], MC4R [44] and
FTO [45] influence the magnitude and timing of maximal weight loss after bariatric surgery,
though other studies have suggested that genetic influences on post-operative weight loss
by genotype can be difficult to elucidate and are likely to be subtle [46].

Our results are consistent with findings in other studies of the influence of polygenic
risk scores derived from multiple SNPs on the response to lifestyle interventions. For
example, a study of US hospital workers undergoing a “healthy eating advice” intervention
found that those with a higher BMI GRS gained more weight and made less healthy
choices in the hospital canteen over two years than those with lower scores [47]. More
recently, a consortium analysed variations in short- and medium-term weight loss outcomes
from seven separate lifestyle modification trials, noting that participants with a higher
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waist circumference-related GRS had smaller reductions in central adiposity [48]. This is
consistent with observations in studies of genetic influences on the response to bariatric
surgery, where patients with specific risk alleles for obesity have been shown to have lower
weight loss post-operatively [43-45]. While some have advocated the adoption of obesity
genetic risk scores to predict which patients will respond to bariatric surgery [49], they do
not perform as well as clinical prediction models (based on factors such as age, surgery
type and diabetes status) and offer only marginal enhancements to receiver operating
characteristic curves when combined with clinical variables [50].

Our study has several strengths. The mean effect size of the intervention was relatively
large and achieved over a precisely defined timeframe. Also, heterogeneity in the interven-
tion “exposure” was relatively modest. Furthermore, the cohort consisted of predominantly
White Irish patients, so while the generalisability of the results to other patient groups is
limited, we have kept the important but mechanistically less relevant confounding effect
of ethnic heterogeneity to a minimum, insofar as possible. Nonetheless, ethnicity has
been an important factor in other studies: The consortium of lifestyle modification trials
mentioned above noted that the effects of the waist circumference GRS on the response
to lifestyle interventions was only apparent in White participants [48]. They also noted
that the overall effect of the GRS was not clinically significant. These findings provide
preliminary but convincing evidence of an association between the WHR GRS and weight
loss outcomes in patients with severe obesity undergoing dietary restriction. A limitation
of our study is the absence of clinical information on important confounding factors such
as thyroid dysfunction, steroid use or immobility. However, we think that these would
introduce random error and imprecision to our results rather than providing a false indi-
cation of an association between genetic risk scores and weight loss, where none existed.
Future prospective studies can address these limitations. These findings require further
exploration in other ethnic groups and in those undergoing different interventions such as
bariatric surgery or treatment with medications. Determining the impact of GRS scores on
obesity-related metabolic and vascular outcomes in larger, longer-term studies will require
more detailed phenotypic assessment at baseline and follow-up, but seems warranted.
Ultimately this might help to broaden and refine the range of therapeutic options that are
available for adults affected by severe obesity.

Author Contributions: D.H. contributed to data analysis and interpretation and to writing the
manuscript and led the calculations of genetic risk scores. M.ER. assisted with delivery of the
clinical intervention, phenotypic characterisation of participants, sample acquisition and handling
and writing and revising the manuscript. S.A. contributed to data analysis and interpretation and
to revising the manuscript. J.EB. assisted with delivery of the clinical intervention, phenotypic
characterisation of participants, sample acquisition and handling and revising the manuscript. A.M.
helped with participant recruitment, sample acquisition and revising the manuscript. H.A.A. assisted
with data analysis and interpretation and revising the manuscript. M.O. assisted with study design,
data interpretation and revising the manuscript. A.LB. supervised the genetic analyses and co-
supervised the overall study design and development, the writing and revising of the manuscript
and the analysis and interpretation of the data. EM.E supervised the clinical intervention and co-
supervised the overall study design and development, the writing and revising of the manuscript
and the analyses and interpretation of the data. All authors have read and agreed to the published
version of the manuscript.

Funding: Dale Handley and Hasnat Amin are grateful for the financial support of the College of
Health, Medicine and Life Sciences at Brunel University London, UK. Sumaya Almansoori was
funded by the Ministry of Higher Education, United Arab Emirates. Francis Finucane was funded by
a Clinical Research Career Development Award from the Saolta University Healthcare Group and by
a CURAM project grant from Science Foundation Ireland (Grant number P2-06).

Institutional Review Board Statement: The Galway University Hospitals” Central Research Ethics
Committee approved the study in November 2018 (reference CA—1802). All procedures were carried
out in accordance with the principles of good clinical practice.



J. Pers. Med. 2022, 12, 1881 110f13

Informed Consent Statement: Fully informed written consent was obtained from each participant
prior to testing.

Data Availability Statement: The data presented here are available on request from the correspond-
ing author, but are not publicly available due to restrictions related to patient confidentiality policies
at our institutions.

Acknowledgments: The authors would like to thank all of the patients attending the Bariatric
Medicine Service at Galway University Hospital (within the Saolta Hospital Group) and the clinical
and administrative staff at the Centre for Diabetes, Endocrinology and Metabolism who provide care
and support to these patients.

Conflicts of Interest: The authors declare no conflict of interest.

References

1.

10.

11.

12.

13.

14.

15.

16.

17.

18.

Stegenga, H.; Haines, A.; Jones, K.; Wilding, J. Identification, assessment, and management of overweight and obesity: Summary
of updated NICE guidance. BM] 2014, 349, g6608. [CrossRef] [PubMed]

Schauer, P.R.; Bhatt, D.L.; Kirwan, J.P.; Wolski, K.; Aminian, A.; Brethauer, S.A.; Navaneethan, S.D.; Singh, R.P,; Pothier, C.E,;
Nissen, S.E.; et al. Bariatric Surgery versus Intensive Medical Therapy for Diabetes—5-Year Outcomes. N. Engl. |. Med. 2017, 376,
641-651. [CrossRef] [PubMed]

Khera, R.; Murad, M.H.; Chandar, A.K.; Dulai, P.S.; Wang, Z.; Prokop, L.J.; Loomba, R.; Camilleri, M.; Singh, S. Association of
Pharmacological Treatments for Obesity with Weight Loss and Adverse Events: A Systematic Review and Meta-analysis. JAMA
2016, 315, 2424-2434. [CrossRef] [PubMed]

Lindstrom, J.; [lanne-Parikka, P.; Peltonen, M.; Aunola, S.; Eriksson, J.G.; Hemio, K.; Hamalainen, H.; Harkonen, P.; Keinanen-
Kiukaanniemi, S.; Laakso, M.; et al. Sustained reduction in the incidence of type 2 diabetes by lifestyle intervention: Follow-up of
the Finnish Diabetes Prevention Study. Lancet 2006, 368, 1673-1679. [CrossRef]

Clark, A.M.; Hartling, L.; Vandermeer, B.; McAlister, F.A. Meta-analysis: Secondary prevention programs for patients with
coronary artery disease. Ann. Intern. Med. 2005, 143, 659-672. [CrossRef]

Wing, R.R.; Bolin, P; Brancati, FL.; Bray, G.A.; Clark, ] M.; Coday, M.; Crow, R.S.; Curtis, ]. M.; Egan, C.M.; Espeland, M.A ; et al.
Cardiovascular effects of intensive lifestyle intervention in type 2 diabetes. N. Engl. ]. Med. 2013, 369, 145-154.

Franz, M.].; VanWormer, ].J.; Crain, A.L.; Boucher, ].L.; Histon, T.; Caplan, W.; Bowman, J.D.; Pronk, N.P. Weight-loss outcomes: A
systematic review and meta-analysis of weight-loss clinical trials with a minimum 1-year follow-up. J. Am. Diet. Assoc. 2007, 107,
1755-1767. [CrossRef]

Gregg, EW,; Jakicic, ].M.; Blackburn, G.; Bloomquist, P.; Bray, G.A.; Clark, ].M.; Coday, M.; Curtis, ] M.; Egan, C.; Evans, M.; et al.
Association of the magnitude of weight loss and changes in physical fitness with long-term cardiovascular disease outcomes
in overweight or obese people with type 2 diabetes: A post-hoc analysis of the Look AHEAD randomised clinical trial. Lancet
Diabetes Endocrinol. 2016, 4, 913-921.

Brazil, ].F; Gibson, I.; Dunne, D.; Hynes, L.B.; Harris, A.; Bakir, M.; Keegan, D.; McGuire, B.; Hynes, M.; Collins, C.; et al.
Improved Quality of Life, Fitness, Mental Health and Cardiovascular Risk Factors with a Publicly Funded Bariatric Lifestyle
Intervention for Adults with Severe Obesity: A Prospective Cohort Study. Nutrients 2021, 13, 4172. [CrossRef]

O’Rahilly, S.; Barroso, I.; Wareham, N.J. Genetic factors in type 2 diabetes: The end of the beginning? Science 2005, 307,
370-373. [CrossRef]

Ehtisham, S.; Crabtree, N.; Clark, P.; Shaw, N.; Barrett, T. Ethnic differences in insulin resistance and body composition in United
Kingdom adolescents. J. Clin. Endocrinol. Metab. 2005, 90, 3963-3969. [CrossRef]

Medici, F.; Hawa, M.; Ianari, A.; Pyke, D.A.; Leslie, R.D. Concordance rate for type II diabetes mellitus in monozygotic twins:
Actuarial analysis. Diabetologia 1999, 42, 146-150. [CrossRef]

Carlsson, S.; Ahlbom, A; Lichtenstein, P.; Andersson, T. Shared genetic influence of BMI physical activity and type 2 diabetes: A
twin study. Diabetologia 2013, 56, 1031-1035. [CrossRef]

Azzolini, F; Berentsen, G.D.; Skaug, H.].; Hjelmborg, ].V.B.; Kaprio, ].A. The heritability of BMI varies across the range of BMI-a
heritability curve analysis in a twin cohort. Int. J. Obes. 2022, 46, 1786-1791. [CrossRef]

Thamer, C.; Stumvoll, M.; Niess, A.; Tschritter, O.; Haap, M.; Becker, R.; Shirkavand, F; Bachmann, O.; Rett, K.; Volk, A.; et al.
Reduced skeletal muscle oxygen uptake and reduced beta-cell function: Two early abnormalities in normal glucose-tolerant
offspring of patients with type 2 diabetes. Diabetes Care 2003, 26, 2126-2132. [CrossRef]

Petersen, K.F.; Dufour, S.; Befroy, D.; Garcia, R.; Shulman, G.I. Impaired mitochondrial activity in the insulin-resistant offspring of
patients with type 2 diabetes. N. Engl. . Med. 2004, 350, 664—671. [CrossRef]

Kriketos, A.D.; Greenfield, ].R.; Peake, PW.,; Furler, S.M.; Denyer, G.S.; Charlesworth, J.A.; Campbell, L.V. Inflammation, insulin
resistance, and adiposity: A study of first-degree relatives of type 2 diabetic subjects. Diabetes Care 2004, 27, 2033-2040. [CrossRef]
Singh, R.; Pearson, E.; Avery, PJ.; McCarthy, M.L; Levy, ].C.; Hitman, G.A.; Sampson, M.; Walker, M.; Hattersley, A.T. Reduced
beta cell function in offspring of mothers with young-onset type 2 diabetes. Diabetologia 2006, 49, 1876-1880. [CrossRef]


http://doi.org/10.1136/bmj.g6608
http://www.ncbi.nlm.nih.gov/pubmed/25430558
http://doi.org/10.1056/NEJMoa1600869
http://www.ncbi.nlm.nih.gov/pubmed/28199805
http://doi.org/10.1001/jama.2016.7602
http://www.ncbi.nlm.nih.gov/pubmed/27299618
http://doi.org/10.1016/S0140-6736(06)69701-8
http://doi.org/10.7326/0003-4819-143-9-200511010-00010
http://doi.org/10.1016/j.jada.2007.07.017
http://doi.org/10.3390/nu13114172
http://doi.org/10.1126/science.1104346
http://doi.org/10.1210/jc.2004-2001
http://doi.org/10.1007/s001250051132
http://doi.org/10.1007/s00125-013-2859-3
http://doi.org/10.1038/s41366-022-01172-6
http://doi.org/10.2337/diacare.26.7.2126
http://doi.org/10.1056/NEJMoa031314
http://doi.org/10.2337/diacare.27.8.2033
http://doi.org/10.1007/s00125-006-0285-5

J. Pers. Med. 2022, 12, 1881 12 0f13

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

Loos, RJ.E; Yeo, G.S.H. The bigger picture of FTO: The first GWAS-identified obesity gene. Nat. Rev. Endocrinol. 2014, 10,
51-61. [CrossRef]

Frayling, TM.; Timpson, N.J.; Weedon, M.N.; Zeggini, E.; Freathy, R M.; Lindgren, C.M.; Perry, ]J.R.; Elliott, K.S.; Lango, H.;
Rayner, N.W.; 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, 889-894. [CrossRef]

Speliotes, E.K.; Willer, C.J.; Berndt, S.I.; Monda, K.L.; Thorleifsson, G.; Jackson, A.U.; Lango Allen, H.; Lindgren, C.M.; Luan, J.;
Magi, R.; et al. Association analyses of 249,796 individuals reveal 18 new loci associated with body mass index. Nat. Genet. 2010,
42,937-948. [CrossRef] [PubMed]

Grarup, N.; Sandholt, C.H.; Hansen, T.; Pedersen, O. Genetic susceptibility to type 2 diabetes and obesity: From genome-wide
association studies to rare variants and beyond. Diabetologia 2014, 57, 1528-1541. [CrossRef] [PubMed]

Jocken, ].W,; Blaak, E.E.; Schiffelers, S.; Arner, P.; van Baak, M.A.; Saris, W.H. Association of a beta-2 adrenoceptor (ADRB2) gene
variant with a blunted in vivo lipolysis and fat oxidation. Int. J. Obes. 2007, 31, 813-819. [CrossRef] [PubMed]

Teran-Garcia, M.; Santoro, N.; Rankinen, T.; Bergeron, J.; Rice, T.; Leon, A.S.; Rao, D.C.; Skinner, J.S.; Bergman, R.N.; Despres, ].P;
et al. Hepatic lipase gene variant -514C>T is associated with lipoprotein and insulin sensitivity response to regular exercise: The
HERITAGE Family Study. Diabetes 2005, 54, 2251-2255. [CrossRef] [PubMed]

Lindi, V.I; Uusitupa, M.I; Lindstrom, J.; Louheranta, A.; Eriksson, ].G.; Valle, T.T.; Hamalainen, H.; Ilanne-Parikka, P.; Keinanen-
Kiukaanniemi, S.; Laakso, M.; et al. Association of the Pro12Ala polymorphism in the PPAR-gamma2 gene with 3-year incidence
of type 2 diabetes and body weight change in the Finnish Diabetes Prevention Study. Diabetes 2002, 51, 2581-2586. [CrossRef]
Florez, ].C.; Jablonski, K.A.; Bayley, N.; Pollin, TI; de Bakker, PL; Shuldiner, A.R.; Knowler, W.C.; Nathan, D.M.; Altshuler, D. TCF7L2
polymorphisms and progression to diabetes in the Diabetes Prevention Program. N. Engl. |. Med. 2006, 355, 241-250. [CrossRef]
Christensen, P. Comparison of a low-energy diet and a very low-energy diet in sedentary obese individuals: A pragmatic
randomized controlled trial. Clin. Obes. 2011, 1, 31-40. [CrossRef]

Goodpaster, B.H.; Delany, J.P.; Otto, A.D.; Kuller, L.; Vockley, J.; South-Paul, ].E.; Thomas, S.B.; Brown, J.; McTigue, K.; Hames,
K.C.; et al. Effects of diet and physical activity interventions on weight loss and cardiometabolic risk factors in severely obese
adults: A randomized trial. JAMA 2010, 304, 1795-1802. [CrossRef]

Johansson, K.; Neovius, M.; Lagerros, Y.T.; Harlid, R.; Rossner, S.; Granath, F.; Hemmingsson, E. Effect of a very low energy diet
on moderate and severe obstructive sleep apnoea in obese men: A randomised controlled trial. BM] 2009, 339, b4609. [CrossRef]
Ryan, D.H.; Johnson, W.D.; Myers, V.H.; Prather, T.L.; McGlone, M.M.; Rood, ].; Brantley, PJ.; Bray, G.A.; Gupta, A.K.; Broussard,
A.P; et al. Nonsurgical weight loss for extreme obesity in primary care settings: Results of the Louisiana Obese Subjects Study.
Arch. Intern. Med. 2010, 170, 146-154. [CrossRef]

Rafey, M.F,; Murphy, C.E; Abdalgwad, R.; Kilkelly, K.; Griffin, H.; Beatty, N.; O’Shea, PM.; Collins, C.; McGrath, R.; Hynes, M.;
et al. Effects of a Milk-Based Meal Replacement Program on Weight and Metabolic Characteristics in Adults with Severe Obesity.
Diabetes Metab. Syndr. Obes. 2020, 13, 197-205. [CrossRef]

Von Elm, E.; Altman, D.G.; Egger, M.; Pocock, S.J.; Gotzsche, P.C.; Vandenbroucke, J.P. Strengthening the Reporting of Observational
Studies in Epidemiology (STROBE) statement: Guidelines for reporting observational studies. BMJ 2007, 335, 806-808. [CrossRef]
Sun, T.-H.; Shao, Y.-H.J.; Mao, C.-L.; Hung, M.-N.; Lo, Y.-Y.; Ko, T.-M.; Hsiao, T.-H. A Novel Quality-Control Procedure to Improve
the Accuracy of Rare Variant Calling in SNP Arrays. Front. Genet. 2021, 12, 736390. [CrossRef]

Rentzsch, P.; Witten, D.; Cooper, G.M.; Shendure, J.; Kircher, M. CADD: Predicting the deleteriousness of variants throughout the
human genome. Nucleic Acids Res. 2019, 47, D886-D894. [CrossRef]

Locke, A.E.; Kahali, B.; Berndt, S.I; Justice, A.E.; Pers, T.H.; Day, ER.; Powell, C.; Vedantam, S.; Buchkovich, M.L.; Yang, J.; et al.
Genetic studies of body mass index yield new insights for obesity biology. Nature 2015, 518, 197-206. [CrossRef]

Lu, Y; Day, ER.; Gustafsson, S.; Buchkovich, M.L.; Na, J.; Bataille, V.; Cousminer, D.L.; Dastani, Z.; Drong, A.W.; Esko, T; et al. New loci
for body fat percentage reveal link between adiposity and cardiometabolic disease risk. Nat. Commun. 2016, 7, 10495. [CrossRef]
Yaghootkar, H.; Lotta, L.A.; Tyrrell, J.; Smit, R.A.J.; Jones, S.E.; Donnelly, L.; Beaumont, R.; Campbell, A.; Tuke, M.A.; Hayward, C.;
et al. Genetic Evidence for a Link Between Favorable Adiposity and Lower Risk of Type 2 Diabetes, Hypertension, and Heart
Disease. Diabetes 2016, 65, 2448-2460. [CrossRef]

Justice, A.E.; Karaderi, T.; Highland, HM.; Young, K.L.; Graff, M.; Lu, Y.; Turcot, V.; Auer, PL.; Fine, R.S.; Guo, X,; et al.
Protein-Coding Variants Implicate Novel Genes Related to Lipid Homeostasis Contributing to Body Fat Distribution. Nat. Genet.
2019, 51, 452-469. [CrossRef]

Dastani, Z.; Hivert, M.-F,; Timpson, N.; Perry, ] R.B.; Yuan, X.; Scott, R.A.; Henneman, P.; Heid, .M.; Kizer, ].R.; Lyytikdinen, L.-P;
et al. Novel loci for adiponectin levels and their influence on type 2 diabetes and metabolic traits: A multi-ethnic meta-analysis of
45,891 individuals. PLoS Genet. 2012, 8, €1002607. [CrossRef]

Scott, R.A.; Scott, L.J.; Mégi, R.; Marullo, L.; Gaulton, K.J.; Kaakinen, M.; Pervjakova, N.; Pers, T.H.; Johnson, A.D.; Eicher, ].D.;
et al. An Expanded Genome-Wide Association Study of Type 2 Diabetes in Europeans. Diabetes 2017, 66, 2888-2902. [CrossRef]
Chang, C.C.; Chow, C.C,; Tellier, L.C.; Vattikuti, S.; Purcell, 5S.M.; Lee, ].J. Second-generation PLINK: Rising to the challenge of
larger and richer datasets. GigaScience 2015, 4, s13742-015. [CrossRef] [PubMed]

Magi, R.; Manning, S.; Yousseif, A.; Pucci, A.; Santini, F; Karra, E.; Querci, G.; Pelosini, C.; McCarthy, M.L; Lindgren, C.M.; et al.
Contribution of 32 GWAS-identified common variants to severe obesity in European adults referred for bariatric surgery. PLoS
ONE 2013, 8, €70735. [CrossRef] [PubMed]


http://doi.org/10.1038/nrendo.2013.227
http://doi.org/10.1126/science.1141634
http://doi.org/10.1038/ng.686
http://www.ncbi.nlm.nih.gov/pubmed/20935630
http://doi.org/10.1007/s00125-014-3270-4
http://www.ncbi.nlm.nih.gov/pubmed/24859358
http://doi.org/10.1038/sj.ijo.0803499
http://www.ncbi.nlm.nih.gov/pubmed/17130852
http://doi.org/10.2337/diabetes.54.7.2251
http://www.ncbi.nlm.nih.gov/pubmed/15983229
http://doi.org/10.2337/diabetes.51.8.2581
http://doi.org/10.1056/NEJMoa062418
http://doi.org/10.1111/j.1758-8111.2011.00006.x
http://doi.org/10.1001/jama.2010.1505
http://doi.org/10.1136/bmj.b4609
http://doi.org/10.1001/archinternmed.2009.508
http://doi.org/10.2147/DMSO.S226327
http://doi.org/10.1136/bmj.39335.541782.AD
http://doi.org/10.3389/fgene.2021.736390
http://doi.org/10.1093/nar/gky1016
http://doi.org/10.1038/nature14177
http://doi.org/10.1038/ncomms10495
http://doi.org/10.2337/db15-1671
http://doi.org/10.1038/s41588-018-0334-2
http://doi.org/10.1371/journal.pgen.1002607
http://doi.org/10.2337/db16-1253
http://doi.org/10.1186/s13742-015-0047-8
http://www.ncbi.nlm.nih.gov/pubmed/25722852
http://doi.org/10.1371/journal.pone.0070735
http://www.ncbi.nlm.nih.gov/pubmed/23950990

J. Pers. Med. 2022, 12, 1881 13 0f 13

43.

44.

45.

46.

47.

48.

49.

50.

Hartmann, LB.; Fries, G.R.; Bucker, J.; Scotton, E.; von Diemen, L.; Kauer-Sant’Anna, M. The FKBP5 polymorphism rs1360780 is
associated with lower weight loss after bariatric surgery: 26 months of follow-up. Surg. Obes. Relat. Dis. 2016, 12, 1554-1560.
[CrossRef] [PubMed]

Resende, CM.M.; Durso, D.E; Borges, K.B.G.; Pereira, R.M.; Rodrigues, G.K.D.; Rodrigues, K.E; Silva, J.L.P.; Rodrigues, E.C.;
Franco, G.R.; Alvarez-Leite, ].I. The polymorphism rs17782313 near MC4R gene is related with anthropometric changes in women
submitted to bariatric surgery over 60 months. Clin. Nutr. 2017, 37, 1286-1292. [CrossRef] [PubMed]

Rodrigues, G.K.; Resende, C.M.; Durso, D.F,; Rodrigues, L.A.; Silva, ].L.; Reis, R.C.; Pereira, S.S.; Ferreira, D.C.; Franco, G.R,;
Alvarez-Leite, J. A single FTO gene variant rs9939609 is associated with body weight evolution in a multiethnic extremely obese
population that underwent bariatric surgery. Nutrition 2015, 31, 1344-1350. [CrossRef]

Cooiman, M.L; Kleinendorst, L.; Aarts, E.O.; Janssen, LM.C.; van Amstel, HK.P,; Blakemore, A.I; Hazebroek, E.J.; Meijers-
Heijboer, H.].; van der Zwaag, B.; Berends, FJ.; et al. Genetic Obesity and Bariatric Surgery Outcome in 1014 Patients with Morbid
Obesity. Obes. Surg. 2020, 30, 470-477. [CrossRef]

Dashti, H.S.; Levy, D.E.; Hivert, M.E,; Alimenti, K.; McCurley, J.L.; Saxena, R.; Thorndike, A.N. Genetic risk for obesity and the
effectiveness of the ChooseWell 365 workplace intervention to prevent weight gain and improve dietary choices. Am. J. Clin.
Nutr. 2022, 115, 180-188. [CrossRef]

McCaffery, ].M.; Jablonski, K.A.; Pan, Q.; Astrup, A.; Revsbech Christiansen, M.; Corella, D.; Corso, L.M.L.; Florez, ].C.; Franks,
PW.; Gardner, C.; et al. Genetic Predictors of Change in Waist Circumference and Waist-to-Hip Ratio With Lifestyle Intervention:
The Trans-NIH Consortium for Genetics of Weight Loss Response to Lifestyle Intervention. Diabetes 2022, 71, 669-676. [CrossRef]
De Toro-Martin, ].; Guénard, E; Tchernof, A.; Pérusse, L.; Marceau, S.; Vohl, M.C. Polygenic risk score for predicting weight loss
after bariatric surgery. JCI Insight 2018, 3, 17. [CrossRef]

Ciudin, A; Fidilio, E.; Gutiérrez-Carrasquilla, L.; Caixas, A.; Vilarrasa, N.; Pellitero, S.; Simé-Servat, A.; Vilallonga, R.; Ruiz, A;
de la Fuente, M; et al. A Clinical-Genetic Score for Predicting Weight Loss after Bariatric Surgery: The OBEGEN Study. J. Pers.
Med. 2021, 11, 1040. [CrossRef]


http://doi.org/10.1016/j.soard.2016.04.016
http://www.ncbi.nlm.nih.gov/pubmed/27421688
http://doi.org/10.1016/j.clnu.2017.05.018
http://www.ncbi.nlm.nih.gov/pubmed/28579220
http://doi.org/10.1016/j.nut.2015.05.020
http://doi.org/10.1007/s11695-019-04184-w
http://doi.org/10.1093/ajcn/nqab303
http://doi.org/10.2337/db21-0741
http://doi.org/10.1172/jci.insight.122011
http://doi.org/10.3390/jpm11101040

	Background 
	Methods 
	Study Design 
	Setting 
	Study Population 
	Inclusion and Exclusion Criteria 
	Milk Diet Intervention 
	Anthropometric Measurements 
	Blood Samples 
	Genotyping 
	Statistical Analysis Plan 

	Results 
	Discussion 
	References

