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Abstract

the exact variance underpinned by genetic factors.

Bivariate heritability analysis was applied.

present after additional adjustment for body mass index.

from early family risk based screening.

Background: Obstructive sleep apnoea (OSA) is one of the major sources of the excessive daily sleepiness,
cognitive dysfunction, and it increases cardiovascular morbidity and mortality. Previous studies suggested a
possible genetic influence, based on questionnaires but no objective genetic study was conducted to understand

Methods: Seventy-one Hungarian twin pairs involved from the Hungarian Twin Registry (48 monozygotic, MZ and 23
dizygotic, DZ pairs, mean age 51 + 15 years) underwent overnight polysomnography (Somnoscreen Plus Tele PSG,
Somnomedics GMBH, Germany). Apnoea hypopnea index (AHI), respiratory disturbance index (RDI) and oxygen
desaturation index (ODI) were registered. Daytime sleepiness was measured with the Epworth Sleepiness Scale (ESS).

Results: The prevalence of OSA was 41% in our study population. The heritability of the AHI, ODI and RDI ranged
between 69% and 83%, while the OSA, defined by an AHI 25/h, was itself 73% heritable. The unshared environmental
component explained the rest of the variance between 17% and 31%. Daytime sleepiness was mostly determined by
the environment, and the variance was influenced in 34% by the additive genetic factors. These associations were

Conclusion: OSA and the indices of OSA severity are heritable, while daytime sleepiness is mostly influenced by
environmental factors. Further studies should elucidate whether close relatives of patients with OSA may benefit

Keywords: Sleep apnoea, Sleepiness, Environment, Heritability

Introduction

Obstructive Sleep Apnoea (OSA) is a common disorder
which is associated with day and night time symptoms,
cognitive deficit and increased risk for cardiovascular
and metabolic morbidity and mortality. OSA is charac-
terized by partial or total collapse of the upper airways
leading to intermittent oxygen desaturation and frequent
awakenings. The anatomical abnormalities and variabil-
ities are an important part of the pathogenesis of the
obstructive sleep apnoea. MRI studies showed that the
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structure of upper airway system, especially maxillary,
mandibular size and body length can increase the vul-
nerability to OSA [1]. Furthermore, the accumulation of
fatty tissue in the parapharyngeal area and increased
body weight decreases the diameter of the upper airway
system, which is related to the collapse [2]. It is known
that besides the craniofacial anatomy, impaired neural
control and upper airway muscle myopathy can also in-
crease the risk for OSA [3]. According to the current
concept, both genetic susceptibility and environmental
factors contribute to disease development, however, the
extent of genetic predisposition is still unclear.

Patel et al. conducted a family study which proved that
the smallest surface diameter of the oropharynx is a
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heritable trait [4]. The same working group described
the heritability of OSA in another family study [5]. Com-
pared to family studies, twin studies can better discrim-
inate heritable and acquired factors, as family members
share common environments which makes them unable
to disentangle potential genetic and environmental influ-
ences. On the other hand, twin studies can take the
shared family environment into account, including po-
tentially deleterious and confounding effects (eg., salt in-
take, alcohol use, and lack of physical exercise). Only
two twin studies have been performed in this field, one
assessed the role of hereditary factors in the background
of snoring [6], the other one the inheritance of OSA, es-
timating it to be up to 50% [7], however, the results were
based on a questionnaire survey and OSA was not con-
firmed and its severity has not been evaluated by a diag-
nostic sleep study.

In our study, we measured the sleep parameters by
polysomnography in a sample of adult twins in order to
understand how much genetic predisposition exists in
the pathogenesis of the various parameters of obstructive
sleep apnoea.

Materials and methods
Seventy-one Hungarian twin pairs (48 monozygotic, MZ
and 23 dizygotic, DZ) were recruited from the Hungarian
Twin Registry [8]. None of the participants were previ-
ously diagnosed with OSA and have not received any
treatment, including positive airway pressure therapy or
mandibular advancement device. Pregnant subjects, pa-
tients with uncontrolled chronic cardiorespiratory disease
(i.e. asthma exacerbation or acute heart failure) and those
with an acute respiratory infection within 4 weeks of
measurement were excluded. The population consisted
participants of Caucasian ethnicity. Zygosity was assessed
using a standard questionnaire [9]. Smoking history was
recorded: each subject was categorized as never, former or
active smoker. Pack-years were calculated as Number of
pack years = (number of cigarettes smoked per day x
number of years smoked)/20. Weight was measured by
OMRON BF500 monitor (Omron Healthcare Ltd., Kyoto,
Japan). Body mass index (BMI) was determined by the
weight (kg)/height (m)>

Subjects underwent an overnight polysomnography
(PSG) at the Department of Pulmonology, Semmelweis
University. Before the PSG, twin pairs completed the
Epworth Sleepiness Scale (ESS) questionnaire, medical
history was taken, blood pressure and heart rate were re-
corded. PSG was performed using the Somnoscreen Plus
Tele PSG (Somnomedics GmbH, Germany) according to
the international recommendation [10]. Accordingly,
electroencephalography, electrooculography and elec-
tromyography, body position, chest and abdominal
movements, intranasal pressure, electrocardiography
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and oxygen saturation were recorded. Sleep stages and
arousals, movements and cardiopulmonary events were
manually scored based on the recommendations of the
American Academy of Sleep Medicine (AASM) [11]. Total
sleep time (TST), percentage of sleep time spent with oxy-
gen saturation below90% (TST90%), minimal oxygen sat-
uration (MinSatO,), arousal index (AI), Respiratory
arousal index (RespAl) were registered. Apnea-hypopnea
index (AHI), the respiratory disturbance index (RDI) and
the oxygen desaturation index (ODI) were calculated to
determine the presence and severity of OSA. In the morn-
ing following the study, blood pressure and heart rate
were recorded within 1 hour after the rising.

The research was conducted in accordance with the
Declaration of Helsinki. The local ethical committee
(Semmelweis University TUKEB 30/2014) approved the
study and all subjects gave informed consent prior to
study entry.

Statistical analysis

Descriptive statistics (mean + standard deviation for con-
tinuous variables, percentage for categorical variables)
were computed. Linear and logistic regression analysis
was used to identify variables independently associated
with AHI, RDI and ODI. AHI, RDI and ODI were log
transformed due to not normal distribution.

Structural equation modelling was performed to esti-
mate the variance components of the ACE model which
partitions variance is due to additive genetic effects (A
or h2: heritability estimates), common environmental ef-
fects (C or c¢2: proportion of variance explained by com-
mon environments) and other residual effects (E or e2,
including SE: standard error). The A measures the ef-
fects due to genes at multiple loci or multiple alleles at
one locus. The C estimates the contribution of the com-
mon family environment of both twins (familiar
socialization, diet, exposure to high levels of air pollu-
tion, shared womb, etc.), whereas the unshared environ-
mental component estimates the effects that apply only
to each individual twin and includes measurement error.
If A was 0, CE model was applied. Heritability analyses
were conducted using the variance component models
implemented in SOLAR Eclipse version 8.1.1 by the
members of the Korean Twin Registry, which analyses
the differences of variances according to family structure
[12]. Univariate heritability was estimated to assess herit-
ability of each of the single traits. Heritability was esti-
mated using proportion that is explained by additive
genetic effects over the total phenotypic variance, after
adjusting for potential confounding factors such as age
and sex as fixed effects. Post-hoc adjustment for BMI
has also been performed. The C was modelled based on
their family IDs.
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Results

Clinical characteristics and measures

As shown in Tables 1, 68% of all twins were monozy-
gotic and 32% were dizygotic, with females representing
73% of the study sample. The subjects had in average
normal BMI (mean BMI: 24.1kg/m?). OSA was diag-
nosed in 58 subjects (41%), of whom 44 had mild (AHI
5-15/h), 12 had moderate (AHI 15-30/h) and 2 had se-
vere (AHI>30/h) disease. Patients with moderate-to-
severe disease were offered with a continuous positive
airway pressure (CPAP) therapy, however their progress
has not been evaluated as part of the study.

Tables 2 and 3 show the regression analysis with
risk factors associated with obstructive respiratory in-
dices (logAHI, logRDI, logODI). There was a signifi-
cant relationship between BMI and RDI as well as
ODI (both p<0.01) with a trend for a significant as-
sociation between BMI and AHI (p =0.07). Age was
directly related to all of the indices (all p <0.01). Only
higher ODI was associated significantly with male
gender, while AHI or RDI did not correlate with gender.
There was no relationship between smoking history and
obstructive respiratory events (all p > 0.05).

Table 1 Characterisitcs of the study population (n = 142)
Mean (SD)/N(%)

Characteristics

Number of twins

MZ twins 48 pairs (67.6%)

DZ twins 23 pairs (32.4%)
Sex

Male 40 (28.6%)

Female 102 (72.9%)
Age [years] 505 (15.5)
Body mass index (BMI) [kg/m?] 24.1 (36)
Diabetes mellitus (DM) 16 (11.30%)

60 (42.3%)
55 (39.3%)

Hypertension

Hypercholesterinaemia

Epworth sleepiness scale (ESS) 6.2 (3.6)
Apnoe hypopnoe index (AHI) 64 (7.0)
Arousal index (Al) 480 (21.3)
Respiratory arousal index 133 (1.77)
Minimal oxygen saturation (MinSatO,) 88.5 (4.6)
Oxygen desaturation index (ODI) 5.0 (6.8)
Respiratory disturbance index (RDI) 14.7 (8.7)
Total Sleep Time (TST) 0.27 (0.03)
TST90 23 (6.0)
Presence of obstructive sleep apnea (OSA) 58 (41.4%)

based on AHI > 5/h

TST90%: percentage of sleep time spent with oxygen saturation below 90%
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Table 2 Association of parameters related to sleep disturbance
with metric risk factors

logAHI logRDI logODI

R P R P R P
age 0.096 < 0.0001 0.070 0.002 0.290 < 0.0001
BMI 0.086 0.074 0210 0.003 0277 0.001

In this table you can observe determination coefficient of regression, R2 and
related p value

AHI apnoea-hypopnoea index, ODI/ oxygen desaturation index, RDI respiratory
disturbance index, BMI body mass index

Univariate genetic modelling

Comparison of h2 with c2 proved genetic influence on
all variables, except for TST, suggesting that genetic fac-
tors may be important contributors to these variables
(Table 4). We fitted ACE models, in which variance of
the observed total phenotypes was partitioned into addi-
tive genetic, common environmental and other random
effects. Heritability was estimated using proportion that
is explained by additive genetic effects over the total
phenotypic variance, after adjusting for potential con-
founding factors such as age and sex as fixed effects.
Univariate heritability was estimated to assess the her-
itability of each of the single traits, and bivariate her-
itability estimations were conducted to assess genetic
and environmental correlations between two variables
of interests.

For most parameters, the best fitting model was one
including the A (h2) and E (e2) components, except
Epworth and TST, where ACE or CE model had better
fitting. The heritability of the AHI, ODI and RDI ranged
between 69 and 83%, while the OSA was itself 73% herit-
able. The unshared environmental component explained
the rest of the variance between 17 and 31%. Shared
environmental effects for these measures were not de-
tected. The Epworth sleepiness scale was mostly deter-
mined by the environment, and the variance was
influenced in 34% by the additive genetic factors. Add-
itional adjustment for BMI besides sex and age in
Model-2 had no influence on the results.

Discussion

This is the first study investigating the heritability of
OSA using objective sleep assessment. We reported that
the sleep parameters and OSA show a high heritability
and unshared environmental factors explain rest of the
variance. Adjustment for BMI, age or gender implied
that the influence of heritability is independent of any
potential influence of these variables.

By comparing the twin correlations, we could estimate
the variance explained by additive genetic, shared envir-
onmental (e.g., shared womb) and non-shared environ-
mental effects (e.g., lifestyle factors, measurement error).
Our results can partially be explained by the inheritance
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Table 3 Association of parameters related to sleep disturbance to categorical risk factors

logAHI logRDI logODI

Wilks-lambda P Wilks-lambda p Wilks-lambda P
Sex 0.984 0.206 0.984 0.162 0.963 0.032
Smoking 0.988 0216 0979 0.107 0.997 0539

The calculated values are Wilks'-lambda and associated p-value

AHI apnoea-hypopnoea index, ODI oxygen desaturation index, RDI respiratory disturbance index

of the smallest surface diameter of the oropharynx, one
of the important determinants of OSA, which has been
demonstrated in a family study (30-40%), albeit the rate
of heritability was less than that we have reported [4].
As factors other than oropharynx diameter (obesity,
other anatomical situations such as tongue volume) also
play a role in the development of OSA, the heritability
of these factors may increase the heredity level in
addition to the aforementioned anatomical situation. In
another family study, the heredity of the AHI was 34—
37%, but our twin study found a much higher inherit-
ance [5]. The reason for this is to be found also in the
different test methods, because family studies are suit-
able for determining the similarity or difference between
generations and do not take into account external fac-
tors such as family environment and culture, which in
turn are taken into account in the twin studies by separ-
ating genetic and common environmental factors [13].
The only previous twin study of OSA has been proven
to have inheritance around 50%. However, OSA diagnosis
was based on a questionnaire survey, which might in-
crease the measurement error (E variance) [7]. Therefore,
our present study is the first to investigate the inheritance
of OSA with objective overnight PSG and first to show
high inheritance.

Table 4 Heritability estimates of breathing-related sleep
disorder indices in a case of Modell and Model2

High inheritance draws attention to the likelihood that
the disease might occur in close relatives and descen-
dants of patients with sleep disorders. For this reason,
early screening and predisposing, controllable factors
such as obesity (e.g. thick neck circumference), smoking,
high blood pressure and diabetes are essential to prevent
or treat. Non-influenced factors include male gender,
ethnicity and age. Treatment is further complicated by
hereditary predisposition to body composition, incidence
of smoking and blood pressure, in 79 and 51%, accord-
ing to the previous twin studies [14—16]. This means
that the prevention of these predisposing factors is also
important, since in genetically predisposed individuals it
can be associated with the formation of OSA. Most of
these factors are influenced, albeit the genetic predispos-
ition, by epigenetic factors, playing an important role in
transcriptional and post-transcriptional regulation, in-
cluding DNA methylation, histone acetylation, miRNA
and transcriptome profiling, non-coding RNA regulation
and RNA editing [17, 18]. Due to the high public health
importance of OSA, close relatives of patients with OSA
should be screened to prevent OSA-related emergence
of comorbidities and mortality [19]. Recent publications
demonstrated the utility of OSA screening in type 2
diabetes and obesity [20, 21]. Our study draws atten-
tion to the fact that screening programs may include
family history.

It is evident that obesity, which has a high heritability

h? (SE) & (SB) e? (S itself [14, 16], predisposes to OSA, and the prevalence
AHI 073 (0.08)*** 0 027 of OSA is increasing worldwide because of the ongoing
Al 055 (0.13)** 0 045 epidemic of obesity [22]. Obesity associated OSA has
been independently associated with the surrogate

ESS 0.34 (0.38)* 0.31 (0.36) 0.66 . . . . .

. markers of cardiovascular risk, including sympathetic ac-
MinSatO, 0.96 (0.01) 0 004 tivation, systemic inflammation, and endothelial dys-
ODlI 0.83 (0.05)** 0 0.17 function [22], however, it was unclear whether this
OSA 0.73 (0.15)%** 0 027 association is genetically linked or not. Our findings
RDI 069 (0.09)*** 0 031 show an evidence that BMI is associated with OSA
RespAl 075 (0.16)* 0 025 though a non-genetic link which might have a clinical

implication that physical activity or any other measure
TST 0 0.25 (0.14)* 0.75 . . . .

of weight reduction can be more effective in OSA man-
TST90 0.97 (0.008)*** 0 0.03

*p < 0.2, ¥***p < 0.001

Model 1 for age and sex, Model 2 for age, sex and BMI are adjusted

h?: heritability estimates; ¢ proportion of variance explained by common
environments; SE: standard error, % proportion of variance explained by
unique environments

Model-2 results did not change after additional adjustment for BMI besides
age and sex

agement. A recent study has shown that combined oc-
currence of obesity and OSA may interact to reduce
exercise capacity which highlight the importance of
obesity control programs among women [23]. This find-
ing is supported by a recent study demonstrating that
OSA patients are less physically active than individuals
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without OSA [24]. The high heritability of sleep parame-
ters highlights the role of earlier identification of OSA in
genetically predisposed individuals, since treatment
strategies to improve sleep may contribute to overall
health outcomes for patients with obesity [25]. The non-
genetic link can be the reason why recent studies
showed that effective treatment of OSA with CPAP sig-
nificantly reduces visceral fat [22, 26].

The average daytime sleepiness reported by the study
participants was not clinically significant and even in pa-
tients with moderate to severe OSA sleepiness was not
alarming to make OSA diagnosis available prior to our
study. This is in line with a very recent German
population-based study that the proportion of sleepy
(ESS = 10) patients within the OSA group is relatively
low (15%) [27]. In line with this, unlike OSA, sleepiness
was determined by environmental factors. We did not
intend to evaluate these factors, but they may include
poor sleep hygiene, work shifts, diet and medications.

Potential strengths and limitations of our study should
be considered. The main strength is that all PSG mea-
surements were performed by the same personnel and
with the same device at one research site. Limitations in-
clude relatively small sample size and especially low
number of DZ pairs, which prohibited the more precise
evaluation of each sleep associated variables (eg. TST).
Of note, the study population consisted of patients with
relatively mild disease severity. Further twin studies, in-
volving patients with morbid obesity or more severe
OSA are warranted to see if this high genetic association
is present in these patients. Finally, the heritability
model based on twins has been criticized because the
gene-environment interplay is very difficult to assess
[28]. However, large population twin studies can take
into account gene-environment and gene—gene interac-
tions in order to study complex phenotypes.

Conclusions

In summary, the present study showed for the first time
objectively the high genetic effects on obstructive sleep
apnoea variables in adult healthy twins, independently of
age, gender and body mass index. The relatively low un-
shared environmental influence still highlights the role
for the prevention of known environmental risk factors,
particularly through epigenetic effects. These observa-
tions provide important insights into the pathogenesis
and potential treatment of OSA and stimulate further
epigenetic studies to understand interconnections be-
tween pathophysiology of sleep and metabolic diseases,
including obesity.
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RNA: Ribonucleic acid; SE: Standard error; TST: Total Sleep Time; TST90%: Percentage
of sleep time spent with oxygen saturation below 90%

Acknowledgments

We would like to acknowledge the support of Erasmus+ Program (Tempus
Public Foundation) for providing the exchange program between South
Korea and Hungary during the study. We would like to thank Monika
Banlakyné Zsolyomi's work in the polysomnography and other applied
instrument tests. The authors thank Electro-Oxygen Inc. for providing
support in devices for spirometry and polysomnography studies. Andras
Bikov is supported by the NIHR Manchester BRC.

Authors’ contributions

LK, MM, and AB performed the measurements, ADT, DLT, AB and VM were
involved in planning and supervised the work, LK, MM, and AB processed
the experimental data, ADT, DLT, JL, EK and JS performed the statistical
analysis, MS, ADT, DLT, AB drafted the manuscript and designed the tables.
DTK, BF, MM completed the questionnaires and did the data management.
VM aided in interpreting the results and worked on the manuscript. All
authors discussed the results and commented on the manuscript. ADT is the
guarantor of the paper. All authors read and approved the final manuscript.

Funding

This study was supported by the Hungarian Pulmonology Foundation of the
Hungarian Society of Pulmonologists (2014, TDL) and Janos Bolyai Research
Scholarship of the Hungarian Academy of Sciences (AB).

Ethics approval and consent to participate
All subjects gave written informed consent and this research was approved
Ethical Committee Approval: Semmelweis University TUKEB 30/2014.

Competing interests
The authors declare that they have no competing interests.

Author details

1Departmem of Radiology, Semmelweis University, 78/A Ulloi street, 1082
Budapest, Hungary. “Complex Disease and Genome Epidemiology Branch,
Department of Public Health Science, School of Public Health, Seoul National
University, Seoul, Republic of Korea. *Department of Pulmonology,
Semmelweis University, Budapest, Hungary.

Received: 13 March 2019 Accepted: 11 June 2019
Published online: 17 June 2019

References

1. Gharibeh T, Mehra R. Obstructive sleep apnea syndrome: natural history,
diagnosis, and emerging treatment options. Nat Sci Sleep. 2010;2:233-55.

2. Pahkala R, Seppa J, lkonen A, Smirmnov G, Tuomilehto H. The impact of
pharyngeal fat tissue on the pathogenesis of obstructive sleep apnea. Sleep
Breath. 2014;18(2):275-82.

3. Khoo MC, Blasi A. Sleep-related changes in autonomic control in obstructive
sleep apnea: a model-based perspective. Respir Physiol Neurobiol. 2013;
188(3):267-76.

4. Patel SR, Frame JM, Larkin EK, Redline S. Heritability of upper airway
dimensions derived using acoustic pharyngometry. Eur Respir J. 2008;32:
1304-8.

5. Patel SR, Larkin EK, Redline S. Shared genetic basis for obstructive sleep
apnea and adiposity measures. Int J Obes. 2008;32:795-800.

6. Ferini-Strambi L, Calori G, Oldani A, Della Marca G, Zucconi M, Castronovo V,
Gallus G, Smirne S. Snoring in twins. Respir Med. 1995,89:337-40.



Szily et al. Respiratory Research

20.

21.

22.

23.

24.

(2019) 20:125

Desai AV, Cherkas LF, Spector TD, Williams AJ. Genetic influences in self-
reported symptoms of obstructive sleep apnoea and restless legs: a twin
study. Twin Res. 2004;7:589-95.

Littvay L, Métneki J, Tarnoki AD, Térnoki DL. The Hungarian twin registry.
Twin Res Hum Genet. 2013;16:185-9.

Kyvik KO, Green A, Beck-Nielsen H. The new Danish twin register:
establishment and analysis of twinning rates. Int J Epidemiol. 1995;24:589-96.
Kushida CA, Littner MR, Morgenthaler T, Alessi CA, Bailey D, Coleman J Jr,
Friedman L, Hirshkowitz M, Kapen S, Kramer M, Lee-Chiong T, Loube DL,
Owens J, Pancer JP, Wise M. Practice parameters for the indications for
polysomnography and related procedures: an update for 2005. Sleep. 2005;
28:499-521.

Berry RB, Budhiraja R, Gottlieb DJ, Gozal D, Iber C, Kapur VK, Marcus CL,
Mehra R, Parthasarathy S, Quan SF, Redline S, Strohl KP, Davidson Ward SL,
Tangredi MM. American Academy of sleep medicine. Rules for scoring
respiratory events in sleep: update of the 2007 AASM manual for the
scoring of sleep and associated events. Deliberations of the sleep apnea
definitions task force of the American Academy of sleep medicine. J Clin
Sleep Med. 2012;8:597-619.

Blangero J, Diego VP, Dyer TD, Almeida M, Peralta J, Kent JW Jr, Williams JT,
Almasy L. Goring HH. A kernel of truth: statistical advances in polygenic
variance component models for complex human pedigrees. Adv Genet.
2013;81:1-31 URL: http//solar-eclipse-genetics.org/indexhtml.

Susser M, Susser E. Indicators and designs in genetic epidemiology:
separating heredity and environment. Rev Epidemiol Sante Publique.
1987,35:54-77.

Tarnoki AD, Tarnoki DL, Medda E, Cotichini R, Stazi MA, Fagnani C, Nistico L,
Lucatelli P, Boatta E, Zini C, Fanelli F, Baracchini C, Meneghetti G, Schillaci G,
Osztovits J, Jermendy G, Kiss RB, Preda IN, Karlinger K, Lannert A, Metneki J,
Molnar AA, Garami Z, Berczi V, Halasz |, Baffy G. Bioimpedance analysis of
body composition in an international twin cohort. Obes Res Clin Pract.
2014;8:2201-98.

Tarnoki DL, Tarnoki AD, Littvay L, Lazar Z, Karlinger K, Molnar AA,
Melicher D, Garami Z, Berczi V, Horvath |. Transmission of second-hand
smoke sensitivity and smoking attitude in a family. Ann Agric Environ
Med. 2014;21:771-5.

Tarnoki AD, Tarnoki DL, Stazi MA, Medda E, Cotichini R, Nistico L, Fagnani C,
Lucatelli P, Boatta E, Zini C, Fanelli F, Baracchini C, Meneghetti G, Osztovits J,
Jermendy G, Préda |, Kiss RG, Metneki J, Horvath T, Karlinger K, Racz A,
Lannert A, Molnar AA, Littvay L, Garami Z, Berczi V, Schillaci G. Heritability of
central blood pressure and arterial stiffness: a twin study. J Hypertens. 2012;
30:1564-71.

Qureshi IA, Mehler MF. Epigenetics of sleep and chronobiology. Curr Neurol
Neurosci Rep. 2014;14(3):432.

Khurana S, Sharda S, Saha B, Kumar S, Guleria R, Bose S. Canvassing the
aetiology, prognosis and molecular signatures of obstructive sleep apnoea.
Biomarkers. 2018;28:1-16.

Williams NJ, Jean-Louis G, Ravenell J, Seixas A, Islam N, Trinh-Shevrin C,
Ogedegbe G. A community-oriented framework to increase screening
and treatment of obstructive sleep apnea among blacks. Sleep Med.
2016;18:82-7.

Westlake K, Dostalova V, Plihalova A, Pretl M, Polak J. The clinical impact of
systematic screening for obstructive sleep apnea in a type 2 diabetes
population-adherence to the screening-diagnostic process and the
acceptance and adherence to the CPAP therapy compared to regular sleep
clinic patients. Front Endocrinol (Lausanne). 2018,9:714.

Glazer SA, Erickson AL, Crosby RD, Kieda J, Zawisza A, Deitel M. The
evaluation of screening questionnaires for obstructive sleep apnea to
identify high-risk obese patients undergoing bariatric surgery. Obes
Surg. 2018;28(11):3544-52.

Drager LF, Togeiro SM, Polotsky VY, Lorenzi-Filho G. Obstructive sleep
apnea: a cardiometabolic risk in obesity and the metabolic syndrome.
J Am Coll Cardiol. 2013;62(7):569-76.

de Carvalho MMB, Coutinho RQ, Barros IML, Costa LOBF, Medeiros AKL,
Lustosa TC, Medeiros CA, Franca MV, Couto TLG, Montarroyos UR, Somers
VK, Pedrosa RP. Prevalence of obstructive sleep apnea and obesity among
middle-aged women: implications for exercise capacity. J Clin Sleep Med.
2018;14(9):1471-5.

Hargens TA, Martin RA, Strosnider CL, Giersch GEW, Womack CJ. Obstructive
sleep apnea negatively impacts objectively measured physical activity. Sleep
Breath. 2019,23(2):447-54.

25.

26.

27.

28.

Page 6 of 6

MacLean JE, DeHaan K, Chowdhury T, Nehme J, Bendiak GN, Hoey L,
Horwood L, Pasterkamp H, Kirk V, Constantin E, Katz SL. The scope of sleep
problems in Canadian children and adolescents with obesity. Sleep Med.
2018;47:44-50.

Ng SS, Liu EK, Ma RC, Chan TA, To KW, Chan KK, Ngai J, Yip WH, Ko FW,
Wong CK, Hui DS. Effects of CPAP therapy on visceral fat thickness, carotid
intima-media thickness and adipokines in patients with obstructive sleep
apnoea. Respirology. 2017;22(4):786-92.

Fietze |, Laharnar N, Obst A, Ewert R, Felix SB, Garcia C, Glaser S, Glos M,
Schmidt CO, Stubbe B, Volzke H, Zimmermann S, Penzel T. Prevalence and
association analysis of obstructive sleep apnea with gender and age
differences - results of SHIP-trend. J Sleep Res. 2018:e12770. https://doi.org/
10.1111/jsr.12770. Epub ahead of print.

Stenberg A. Interpreting estimates of heritability--a note on the twin
decomposition. Econ Hum Biol. 2013;11(2):201-5.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Ready to submit your research? Choose BMC and benefit from:

e fast, convenient online submission

o thorough peer review by experienced researchers in your field

 rapid publication on acceptance

o support for research data, including large and complex data types

e gold Open Access which fosters wider collaboration and increased citations
e maximum visibility for your research: over 100M website views per year

K BMC

At BMC, research is always in progress.

Learn more biomedcentral.com/submissions



http://solar-eclipse-genetics.org/index.html
https://doi.org/10.1111/jsr.12770
https://doi.org/10.1111/jsr.12770

	Abstract
	Background
	Methods
	Results
	Conclusion

	Introduction
	Materials and methods
	Statistical analysis

	Results
	Clinical characteristics and measures
	Univariate genetic modelling

	Discussion
	Conclusions
	Abbreviations
	Acknowledgments
	Authors’ contributions
	Funding
	Ethics approval and consent to participate
	Competing interests
	Author details
	References
	Publisher’s Note

