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Abstract: Preimplantation genetic testing for polygenic disease risk (PGT-P) represents a new tool to
aid in embryo selection. Previous studies demonstrated the ability to obtain necessary genotypes in
the embryo with accuracy equivalent to in adults. When applied to select adult siblings with known
type I diabetes status, a reduction in disease incidence of 45–72% compared to random selection was
achieved. This study extends analysis to 11,883 sibling pairs to evaluate clinical utility of embryo
selection with PGT-P. Results demonstrate simultaneous relative risk reduction of all diseases tested
in parallel, which included diabetes, cancer, and heart disease, and indicate applicability beyond
patients with a known family history of disease.

Keywords: preimplantation genetic testing; PGT-P; polygenic risk scoring; genomic index; relative
risk reduction

1. Introduction

In vitro fertilization (IVF) is the most effective treatment for infertility. As clinical and laboratory
methods have improved, so has the efficiency of producing blastocysts suitable for intrauterine transfer.
As a result, IVF patients and physicians are often faced with determining which specific embryo to
transfer. The default strategy for choosing which embryo to transfer involves ranking embryos through
careful microscopy-based characterization of development and morphology. However, preimplantation
genetic testing (PGT) has become a routine method for embryo selection, now implemented in 40% of all
in vitro fertilization (IVF) cycles in the United States [1]. PGT is most commonly applied to select euploid
embryos for transfer, while avoiding those embryos designated as aneuploid (PGT-A). The primary
objective of PGT-A is to improve the success of IVF in the first attempted embryo transfer [2,3]. Again,
the default strategy for choosing which euploid embryo to transfer involves ranking embryos through
careful microscopy-based characterization of development and morphology [4].

More recently, the opportunity to characterize the risk of polygenic disease in the preimplantation
embryo has been made possible. Polygenic disorders, conditions influenced by genetic variants
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in multiple genes, account for a large percentage of premature deaths in humans [5,6]. These are
largely contributed to by cancer, heart disease, and diabetes. There is a growing body of evidence
that the risk of these diseases is higher in individuals seeking fertility treatments [7]. Despite the
potential for environmental influence, polygenic disease risk can now be accurately predicted for
several common diseases, including cancer, heart disease, and diabetes, using DNA alone [8,9].
We recently demonstrated the ability to achieve equivalent accuracy in genome-wide genotyping
of DNA from a preimplantation embryo, as is already achieved when DNA is tested from adults.
Therefore, the same performance in predicting polygenic disease in adults can now be achieved in
preimplantation embryos [10].

Polygenic risk scoring in adults is often performed and evaluated in the context of entire
populations of unrelated people [11]. In contrast, PGT involves evaluating genetic risks among sibling
embryos within a single family. This was addressed previously by evaluating blinded DNA from
2601 adult sibling pair families with known type 1 diabetes status. Results demonstrated a 45–72%
reduction in the incidence of type 1 diabetes when one sibling was chosen based on a polygenic risk
score compared to when one sibling was chosen randomly. This study demonstrated clinical utility
of PGT-P in a situation that is similar to PGT for monogenic disease, where intended parents have a
known risk of passing on the disease [12].

Independent of fertility, polygenic conditions present in families at a much higher rate compared
to monogenic disease, with most polygenic disorders manifesting in adulthood [6]. As such, while it
is common for a couple to report a family history of polygenic disorders, it is rarer for a couple to
present for PGT-P based on having a previously affected child. Exceptions to this involve polygenic
disorders that present with early age of onset, such as type 1 diabetes. In this case, intended parents
seeking IVF treatment may already be the parents of an affected child. As reported here, this very case
is presented for PGT-P. Still, the spectrum of patients who may consider PGT-P could vary from those
being affected or having an affected child to those having an unknown family history of any of the
polygenic diseases being tested. In order to address whether PGT-P may apply to intended parents
with unknown family history of polygenic disease, several thousand sibling pairs represented in the
United Kingdom (UK) Biobank repository were evaluated using a blinded genomic disease index
methodology. We also test whether preimplantation embryo genomic index values correlate with the
extent of the embryos’ family history.

2. Materials and Methods

2.1. PGT-P Case with First Degree Affected Family History

A couple with a family history of type 1 diabetes (T1D) presented to the Genomic Prediction
Clinical Laboratory and was counseled for and consented to PGT-P as previously described [12].
The couple reported that their 5-year-old son was diagnosed with T1D at 3 years of age, and that two
additional relatives, a paternal first cousin and a maternal second cousin, were diagnosed with T1D
in their 20s (Figure 1). The patient reported two maternal relatives who were diagnosed with breast
cancer. The couple otherwise denied a personal or family history of polygenic conditions that are
included on the current PGT-P panel. The couple also reported three first trimester miscarriages with a
normal karyotype. The couple denied a history of parental chromosome rearrangements and previous
pregnancies or family history of aneuploidy. The couple declined a family history of additional genetic
conditions that they wished to test for via PGT studies.
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Figure 1. A pedigree of a case presenting for PGT-P with a family history of type 1 diabetes and breast
cancer (shown in purple and turquoise, respectively).

2.2. PGT-P Case Series including Unknown Family History

To begin to evaluate the frequency of high-risk embryos across different degrees of family history,
24 consecutive PGT cases were analyzed and compared. PGT was performed using trophectoderm-
biopsy-derived DNA, followed by whole-genome amplification and Axiom UKBB SNP-array-based
analyses as previously described [10]. For each case, parental DNA was analyzed, and the ethnicity
was predicted (Caucasian, Asian, African, other) with a pipeline built on a previously established
supervised admixture methodology [13] and trained with 551 known ancestry samples [14]. The internal
validation was performed on 229 samples from Coriell Cell Repository [15], resulting in an accuracy of
99.6% (228/229).

This consecutive PGT case series included couples who consented to research during genetic
counseling for routine clinical use of PGT. Indications ranged from unknown family history to having
1st-degree relatives (i.e., the embryo’s sibling or parent) affected with a polygenic disease. In all cases,
PGT-A was performed in parallel and from the same biopsy, as previously described [10]. Risk of type 1
and 2 diabetes, breast, prostate, and testicular cancer, malignant melanoma, basal cell carcinoma, heart
attack, coronary artery disease, hypercholesterolemia, and hypertension was tested in embryos with
Caucasian ancestry, and risk of type 2 diabetes, hypercholesterolemia, and hypertension in embryos
with Asian ancestry. High risk of polygenic disease was defined as previously described [12].

2.3. PGT-P in 11,883 Adult Sibling Pairs

A recent study reported that SNPs which are predictive of specific diseases do not overlap with
one another [16]. This suggests that genetic selection to avoid one disease may not result in increasing
another (pleiotropy). Instead, there may exist a positive effect of combining predictors into one
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“index” score. A genomic index algorithm, Equation (1), was developed by combining Pi (the absolute
probability of getting the disease computed from SNP genotypes) with quality-adjusted life year QALY
weights [17] determined by Qi (the effect on life expectancy from each disease measured as lifespan
impact years) and PAi (the population average probability of getting the disease):

Gi =
∑

i
(Qi(PAi− Pi)), (1)

where i extends over all of the disease predictors, including type 1 and 2 diabetes, breast, prostate,
and testicular cancer, malignant melanoma, basal cell carcinoma, heart attack, coronary artery disease,
high cholesterol, and hypertension [18]. The genomic index = Gi is the sum of each of these contributions.
Life expectancy effects Qi are sourced from the medical literature [19–25].

Predictors were constructed from data obtained from the UK Biobank by first selecting the top
50,000 SNPs (by p-value) obtained from GWAS generated using the PLINK software (version 1.9,
Cognitive Genomics Lab, Shenzhen, China) and then using the LASSO-path algorithm from the Python
Scikit Learn package [26]. The UK Biobank identified all pairwise relationships stronger than 2nd
cousins using the King kinship software. These results were used to identify all individuals who were
within a sibling pair. This set of sibling pairs was further restricted to all individuals who self-reported
their ethnic background to be "White, British, Irish or Any Other White Background" and was set aside
as a final testing set [27]. The remaining non-sibling-paired self-reported white individuals were used
as a training cohort. A small set of 500 cases/controls were withheld from the training cohort to tune
the LASSO hyperparameter and select the final model—the value chosen is such that the AUC between
cases/controls was maximized.

In order to validate the application of the genomic index to real sibling data, and to address the
potential impact of pleiotropy upon PGT-P, a genomic index score was generated for same-sex sibling
pairs from the genome-wide genotyping data of the UK Biobank [27]. In each pair, one of the two
siblings was assigned to the cohort of “higher-risk sibling” (worse index score sibling), and one to
“lower-risk sibling” (better index score sibling). Then, the prevalence of disease was calculated among
the two cohorts. The prevalence of disease in the lower-risk sibling selected cohort was compared to
the randomly selected cohort using binomial testing. Sex-specific relative risk reductions for diseases
which affect both sexes were averaged.

Finally, genomic indexing was tested on blastocysts from the consecutive case series cohort
described in Section 2.2, and with respect to the extent of family history of polygenic disease. Family
history of polygenic disease was divided into three main categories with respect to the tested embryos:
(1) having one or more first-degree affected relatives, for example an affected parent or an existing
affected sibling; (2) having one or more second-degree or higher affected relatives, such as a grandparent
or cousin; and (3) unknown or not reported by the patient. A two-tailed pairwise t-test was computed
to compare the average genomic index of embryos among the three family history categories.

3. Results

3.1. PGT-P Case with First-Degree Affected Family History

Four euploid embryos were evaluated for polygenic disease risk and this resulted in identification
of two at high risk for T1D (Figure 2).
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Figure 2. Type 1 diabetes case PGT-P results. Risk percentile indicates the predicted risk in terms of
the computed polygenic risk score with respect to the distribution of risk scores from the UK Biobank
cohort. Risk is classified as high when the embryo polygenic risk score is in the top 2% when compared
to the average population-matched sample; otherwise, it is classified as normal risk.

3.2. PGT-P Case Series Including Unknown Family History

Based upon these results, involving a case where the embryos had a first-degree relative affected
by a polygenic disease, and prior results where embryos had a more distant relative (second-degree
relative or higher) affected by a polygenic disease [12], we investigated the potential for correlation
between the frequency of high-risk embryos produced and the extent of an embryo’s family history of
polygenic disease in a larger cohort of cases. A consecutive series of 24 PGT cases with 181 embryos was
evaluated by PGT-P analysis. The mean maternal age was 34.5. Thirty-seven percent of the embryos
were aneuploid (67/181). Ten couples were predicted as Asian and 14 as Caucasian. There were no
high-risk embryos identified from the Asian euploid embryo cohort (0/28 with no known history,
and 0/3 with a more distant affected relative). Among Caucasian cases, 3 out of 51 euploid embryos (6%)
were identified as high risk from couples with no known or reported family history, 3 out of 28 (11%)
in cases with a more distant relative, and 4 out of 4 (100%) in a case with a first-degree affected relative.

3.3. Genomic Index Selection in 11,883 Adult Sibling Pairs

A cohort of 11,883 sibling pairs was available for analysis from the UK Biobank. The intent of
evaluating genomic indexing in this cohort was to model application of PGT-P in families with no
known history of disease. However, the prevalence of disease in this cohort was often lower than what
has been reported for the general population, which would bias the results of PGT-P in the direction of
finding no reduction in risk. For instance, the prevalence of breast cancer in this UK Biobank cohort
was 8.0%, while it has been reported as a 12.3% lifetime risk in the general population [28]. Likewise,
7.4% of individuals in the UK Biobank adult sibling cohort were affected with type 2 diabetes, whereas
a prevalence of 9.8% has been estimated in the United States [29]. Nonetheless, these sibling pairs were
used to compare the relative risk of disease with either random selection or blinded genetic selection
of one of the two siblings. Results indicate a relative risk reduction for all diseases tested (Figure 3)
(Table 1).
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Figure 3. Relative risk reduction (RRR) across 11 diseases using genomic index selection compared to
random selection within 11,883 sibling pairs. The frequency of disease with random selection is shown
in blue, while the frequency of disease with genomic index selection is shown in orange. These data
show a clear benefit from genetic selection of one of only two siblings with an unknown family history
of disease. * p-value < 0.05 (Table 1).

Table 1. Binomial test p-values for relative disease risk reduction between random selection and
genomic index selection of 11,883 sibling pairs.

Disease. Male Female

Basal Cell Carcinoma 0.0224 0.2655
Breast Cancer 0.0001

Malignant Melanoma 0.3518 0.4661
Prostate Cancer 0.0224

Testicular Cancer 0.5
Coronary Artery Disease 9.53 × 10−16 3.09 × 10−7

Heart Attack 7.31 × 10−22 1.24 × 10−6

Hypercholesterolemia 4.73 × 10−10 1.21 × 10−11

Hypertension 3.03 × 10−25 3.08 × 10−33

Type 1 Diabetes 0.0019 0.0083
Type 2 Diabetes 1.64 × 10−17 2.09 × 10−21
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Genomic indexing was also performed on embryos evaluated in the PGT-P case series described
in Section 3.2. Each embryo was classified based on the aforementioned categories of family history
Results indicate that embryos with a first-degree affected relative have a higher genomic risk index
compared to embryos with a more distant affected relative (p = 0.0132, t = 3.09, df = 9, a = 0.05) or
with unknown family history (p = 0.0015, t = 4.34, df = 10, a = 0.05). Likewise, even embryos with at
least one distant affected relative presented a higher average genomic index compared to those with
unknown family history (p = 0.0129, t = 2.55, df = 66, a = 0.05) (Figure 4).
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Figure 4. Preimplantation embryo genomic index versus family history. Embryos with a 1st degree
affected relative have a significantly higher risk of polygenic disease than embryos with an unknown
family history of polygenic disease. ** p = 0.0015 vs unknown. * p = 0.0129 vs unknown.

4. Discussion

This study extends the validity of PGT-P to reduce disease risk beyond families with a known
history of disease. While many patients may elect to utilize PGT-P specifically because of a personal or
family history of disease, the data presented here demonstrates utility in a more general application
to routine embryo selection. One unique feature of this method is that PGT-A results are obtained
in parallel with PGT-P [10], allowing patients to elect for additional information after knowing how
many euploid embryos are suitable for transfer. In other words, instead of choosing which embryo to
transfer based on morphology, choosing based upon PGT-P provides an option for patients to reduce
the risk of polygenic disease, even when only two euploid embryos are available to choose from and
when the intended parents have no known family history of polygenic disease.

In the case series reported here, 114 of 181 embryos tested were chromosomally normal (63%).
Among the euploid embryos, only ten (5%) were identified as having a high risk of a polygenic
disease. With this information, patients would still be faced with deciding which euploid normal risk
embryo to choose for embryo transfer. Additional empirical analyses with the use of genomic indexing
demonstrated relative risk reduction in all diseases tested, thereby providing additional criteria for
patients to choose which embryo to transfer. Again, risk reduction was demonstrated with only two
siblings to select from. Based upon a previous study, the availability of more than two siblings will
further improve the relative risk reductions observed here [12].

Another important consideration relates to the potential for pleiotropy, the genetic effect of a
single gene on multiple phenotypic traits [30]. With respect to PGT-P, avoiding high risk of one disease
may lead to increased risk of another. The present study also demonstrated that negative pleiotropy
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was not observed. That is, selection with PGT-P resulted in a reduction in risk for all diseases in parallel.
In support of this observation, a recent study [16] reported that SNP sets used to predict the risk of
different diseases were largely disjoint.

Although the present study clearly demonstrates the utility of PGT-P-based sibling selection to
reduce the relative risk of disease, several improvements may still be possible. The current metric of
the impact of each disease used in the genomic index was limited to reported years of lost life. Several
studies on the burden of disease have incorporated more comprehensive metrics, including reduced
quality of life [6,31,32]. More validation can be performed and optimized on the genomic index by
testing it on the life span and quality-of-life outcome data from the UKBB. In addition, patients may
have unique interests in reducing the risk of certain diseases over others. More careful curation of
these metrics will likely improve the utility of PGT-P.

While the clinical utility of tracing monogenic disorders through detailed pedigree analysis is
well established [33], family history alone has been shown to be less effective as a single predictor
of polygenic disease [34]. The results presented here may also have implications similar to when
expanded carrier screening was introduced to contemporary genetic testing strategies [35]. Just as
ethnicity and family history cannot be completely relied on to identify couples at risk for recessive
disease, family history and ethnicity cannot be relied on alone to predict polygenic risk. That is, there is
clear benefit to PGT-P in situations where “no known family history” exists, given that this status
may only indicate that there was no reported history or no confirmed history, and that most families
have a relative with at least one of the polygenic diseases tested by PGT-P [6,7]. This also may further
benefit couples who have no known history because they know very little about their family tree, were
adopted, or are using gamete donation.

5. Conclusions

In conclusion, PGT-P provides an additional method for embryo selection beyond conventional
aneuploidy screening and morphological assessment and is applicable to prospective parents whose
embryos have family histories ranging from an affected first-degree relative to no known history.
At each level of embryonic family history evaluated, and in consideration of reducing the risk of
polygenic disease through selection, this study demonstrates a measurable reduction in disease risk.
Future work will involve incorporating additional quality-of-life metrics and DNA repository datasets,
additional disease predictors, analysis of correlation with embryonic morphological characteristics,
and relative risk reduction with more than two siblings to select from. The ability of genomic indexing
to reduce risk of multiple diseases in parallel may allow an indirect reduction in risk of diseases where
direct genomic predictors are not yet available.

Author Contributions: Conceptualization, N.R.T., J.E., J.X., and L.C.A.M.T. formal analysis, writing—original
draft preparation, writing—review and editing, N.R.T., J.E., L.C.A.M.T., D.M., J.X., E.M. and L.L.; data curation,
J.G. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Acknowledgments: This study has been performed with UK Biobank data under application 15326.

Conflicts of Interest: N.R.T., J.E., L.C.A.M.T., D.M., J.X., E.M., and L.L. are employees and or shareholders of
Genomic Prediction.

References

1. SART. Preliminary National Summary Report for 2018. Available online: https://www.sartcorsonline.com/

rptCSR_PublicMultYear.aspx?reportingYear=2018 (accessed on 14 April 2020).
2. Forman, E.J.; Hong, K.H.; Ferry, K.M.; Tao, X.; Taylor, D.; Levy, B.; Treff, N.R.; Jr, R.T.S. In vitro fertilization

with single euploid blastocyst transfer: A randomized controlled trial. Fertil. Steril. 2013, 100, 100–107.
[CrossRef] [PubMed]

3. Juneau, C.; Franasiak, J.; Treff, N. Challenges facing contemporary preimplantation genetic screening.
Curr. Opin. Obstet. Gynecol. 2016, 28, 151–157. [CrossRef] [PubMed]

https://www.sartcorsonline.com/rptCSR_PublicMultYear.aspx?reportingYear=2018
https://www.sartcorsonline.com/rptCSR_PublicMultYear.aspx?reportingYear=2018
http://dx.doi.org/10.1016/j.fertnstert.2013.02.056
http://www.ncbi.nlm.nih.gov/pubmed/23548942
http://dx.doi.org/10.1097/GCO.0000000000000270
http://www.ncbi.nlm.nih.gov/pubmed/27042995


Genes 2020, 11, 648 9 of 10

4. Gardner, D.K.; Meseguer, M.; Rubio, C.; Treff, N.R. Diagnosis of human preimplantation embryo viability.
Hum. Reprod. Updat. 2015, 21, 727–747. [CrossRef]

5. World Health Organization. Global Status Report on Roncommunicable Riseases 2014; World Health Organization:
Geneva, Switzerland, 2014.

6. Forouzanfar, M.H.; Afshin, A.; Alexander, L.T.; Anderson, H.R.; A Bhutta, Z.; Biryukov, S.; Brauer, M.;
Burnett, R.; Cercy, K.; Charlson, F.J.; et al. Global, regional, and national comparative risk assessment
of 79 behavioural, environmental and occupational, and metabolic risks or clusters of risks, 1990–2015:
A systematic analysis for the Global Burden of Disease Study 2015. Lancet 2016, 388, 1659–1724. [CrossRef]

7. Cedars, M.I.; Taymans, S.E.; DePaolo, L.V.; Warner, L.; Moss, S.B.; Eisenberg, M.L. The sixth vital sign: What
reproduction tells us about overall health. Proceedings from a NICHD/CDC workshop. Hum. Reprod. Open
2017, 2017, hox008. [CrossRef]

8. Khera, A.V.; Chaffin, M.D.; Aragam, K.G.; Haas, M.E.; Roselli, C.; Choi, S.H.; Natarajan, P.; Lander, E.S.;
Lubitz, S.A.; Ellinor, P.T.; et al. Genome-wide polygenic scores for common diseases identify individuals
with risk equivalent to monogenic mutations. Nat. Genet. 2018, 50, 1219–1224. [CrossRef]

9. Torkamani, A.; E Wineinger, N.; Topol, E.J. The personal and clinical utility of polygenic risk scores.
Nat. Rev. Genet. 2018, 19, 581–590. [CrossRef]

10. Treff, N.; Zimmerman, R.; Bechor, E.; Hsu, J.; Rana, B.; Jensen, J.; Li, J.; Samoilenko, A.; Mowrey, W.;
Van Alstine, J.; et al. Validation of concurrent preimplantation genetic testing for polygenic and monogenic
disorders, structural rearrangements, and whole and segmental chromosome aneuploidy with a single
universal platform. Eur. J. Med Genet. 2019, 62, 103647. [CrossRef]

11. Duncan, L.; Shen, H.; Gelaye, B.; Meijsen, J.; Ressler, K.; Feldman, M.; Peterson, R.; Domingue, B.W. Analysis
of polygenic risk score usage and performance in diverse human populations. Nat. Commun. 2019, 10, 3328.
[CrossRef]

12. Treff, N.; Eccles, J.; Lello, L.; Bechor, E.; Hsu, J.; Plunkett, K.; Zimmerman, R.; Rana, B.; Samoilenko, A.; Hsu, S.;
et al. Utility and First Clinical Application of Screening Embryos for Polygenic Disease Risk Reduction.
Front. Endocrinol. 2019, 10, 845. [CrossRef]

13. Alexander, D.H.; Novembre, J.; Lange, K. Fast model-based estimation of ancestry in unrelated individuals.
Genome Res. 2009, 19, 1655–1664. [CrossRef]

14. Gibbs, R.A.; Belmont, J.W.; Hardenbol, P.; Willis, T.D.; Yu, F.; Yang, H.; Ch’ang, L.-Y.; Huang, W.; Liu, B.;
Shen, Y.; et al. The International HapMap Project. Nature 2003, 426, 789–796. [CrossRef]

15. Packer, B.R. SNP500Cancer: A public resource for sequence validation, assay development, and frequency
analysis for genetic variation in candidate genes. Nucleic Acids Res. 2006, 34, 617–621. [CrossRef]

16. Yong, S.Y.; Raben, T.; Lello, L.; Hsu, S.D.H. Genetic Architecture of Complex Traits and Disease Risk Predictors.
bioRxiv 2020. [CrossRef]

17. Torrance, G.W.; Feeny, D. Utilities and Quality-Adjusted Life Years. Int. J. Technol. Assess. Heal. Care 1989, 5,
559–575. [CrossRef]

18. Lello, L.; Raben, T.; Yong, S.Y.; Tellier, L.C.A.M.; Hsu, S.D.H. Genomic Prediction of 16 Complex Disease
Risks Including Heart Attack, Diabetes, Breast and Prostate Cancer. Sci. Rep. 2019, 9, 1–16. [CrossRef]

19. Franco, O.H.; Peeters, A.; Bonneux, L.; De Laet, C. Blood Pressure in Adulthood and Life Expectancy With
Cardiovascular Disease in Men and Women. Hypertens. 2005, 46, 280–286. [CrossRef]

20. Yang, J.; Liu, Y.N.; Liu, J.M.; Zeng, X.Y.; Zhao, Y.F.; Wang, Z.Q.; Zhou, M.G. The effect of high total cholesterol
on life expectancy in 2013 in China. Zhonghua Liu Xing Bing Xue Za Zhi 2017, 38, 1017–1021. [CrossRef]

21. Grundtvig, M.; Hagen, T.P.; Amrud, E.S.; Reikvam, Å. Reduced life expectancy after an incident hospital
diagnosis of acute myocardial infarction — Effects of smoking in women and men. Int. J. Cardiol. 2013, 167,
2792–2797. [CrossRef]

22. Capocaccia, R.; Gatta, G.; Maso, L.D. Life expectancy of colon, breast, and testicular cancer patients:
An analysis of US-SEER population-based data. Ann. Oncol. 2015, 26, 1263–1268. [CrossRef]

23. Livingstone, S.J.; Levin, D.; Looker, H.C.; Lindsay, R.S.; Wild, S.H.; Joss, N.; Leese, G.; Leslie, P.;
McCrimmon, R.J.; Metcalfe, W.; et al. Estimated life expectancy in a Scottish cohort with type 1 diabetes,
2008-2010. JAMA 2015, 313, 37–44. [CrossRef] [PubMed]

24. Syriopoulou, E.; Bower, H.; Andersson, T.M.-L.; Lambert, P.C.; Rutherford, M.A. Estimating the impact
of a cancer diagnosis on life expectancy by socio-economic group for a range of cancer types in England.
Br. J. Cancer 2017, 117, 1419–1426. [CrossRef] [PubMed]

http://dx.doi.org/10.1093/humupd/dmu064
http://dx.doi.org/10.1016/S0140-6736(16)31679-8
http://dx.doi.org/10.1093/hropen/hox008
http://dx.doi.org/10.1038/s41588-018-0183-z
http://dx.doi.org/10.1038/s41576-018-0018-x
http://dx.doi.org/10.1016/j.ejmg.2019.04.004
http://dx.doi.org/10.1038/s41467-019-11112-0
http://dx.doi.org/10.3389/fendo.2019.00845
http://dx.doi.org/10.1101/gr.094052.109
http://dx.doi.org/10.1038/nature02168
http://dx.doi.org/10.1093/nar/gkj151
http://dx.doi.org/10.1101/2020.02.12.946608
http://dx.doi.org/10.1017/S0266462300008461
http://dx.doi.org/10.1038/s41598-019-51258-x
http://dx.doi.org/10.1161/01.HYP.0000173433.67426.9b
http://dx.doi.org/10.3760/cma.j.issn.0254-6450.2017.08.004
http://dx.doi.org/10.1016/j.ijcard.2012.07.010
http://dx.doi.org/10.1093/annonc/mdv131
http://dx.doi.org/10.1001/jama.2014.16425
http://www.ncbi.nlm.nih.gov/pubmed/25562264
http://dx.doi.org/10.1038/bjc.2017.300
http://www.ncbi.nlm.nih.gov/pubmed/28898233


Genes 2020, 11, 648 10 of 10

25. Hollestein, L.M.; De Vries, E.; Aarts, M.J.; Schroten, C.; Nijsten, T.E. Burden of disease caused by keratinocyte
cancer has increased in The Netherlands since 1989. J. Am. Acad. Dermatol. 2014, 71, 896–903. [CrossRef]

26. Chang, C.C.; Chow, C.C.; Tellier, L.C.A.M.; Vattikuti, S.; Purcell, S.M.; Lee, J.J. Second-generation PLINK:
Rising to the challenge of larger and richer datasets. GigaScience 2015, 4, 7. [CrossRef] [PubMed]

27. Bycroft, C.; Freeman, C.; Petkova, D.; Band, G.; Elliott, L.T.; Sharp, K.; Motyer, A.; Vukcevic, D.; Delaneau, O.;
O’Connell, J.; et al. The UK Biobank resource with deep phenotyping and genomic data. Nature 2018, 562,
203–209. [CrossRef]

28. Rojas, K.; Stuckey, A. Breast Cancer Epidemiology and Risk Factors. Clin. Obstet. Gynecol. 2016, 59, 651–672.
[CrossRef]

29. Hariri, S.; Yoon, P.W.; Qureshi, N.; Valdez, R.; Scheuner, M.T.; Khoury, M.J. Family history of type 2 diabetes:
A population-based screening tool for prevention? Genet. Med. 2006, 8, 102–108. [CrossRef]

30. Watanabe, K.; Stringer, S.; Frei, O.; Mirkov, M.U.; De Leeuw, C.A.; Polderman, T.J.; Van Der Sluis, S.;
Andreassen, O.A.; Neale, B.M.; Posthuma, D. A global overview of pleiotropy and genetic architecture in
complex traits. Nat. Genet. 2019, 51, 1339–1348. [CrossRef]

31. Murray, C.J.; Lopez, A. Measuring the Global Burden of Disease. N. Engl. J. Med. 2013, 369, 448–457.
[CrossRef]

32. Devleesschauwer, B.; De Noordhout, C.M.; Smit, S.; Duchateau, L.; Dorny, P.; Stein, C.; Van Oyen, H.;
Speybroeck, N. Quantifying burden of disease to support public health policy in Belgium: Opportunities
and constraints. BMC Public Heal. 2014, 14, 1196. [CrossRef]

33. Badano, J.; Katsanis, N. Beyond Mendel: An evolving view of human genetic disease transmission.
Nat. Rev. Genet. 2002, 3, 779–789. [CrossRef] [PubMed]

34. Do, C.B.; Hinds, D.A.; Francke, U.; Eriksson, N. Comparison of Family History and SNPs for Predicting Risk
of Complex Disease. PLoS Genet. 2012, 8, e1002973. [CrossRef] [PubMed]

35. Lazarin, G.A.; Haque, I.S.; Nazareth, S.; Iori, K.; Patterson, A.S.; Jacobson, J.L.; Marshall, J.R.; Seltzer, W.K.;
Patrizio, P.; Evans, E.A.; et al. An empirical estimate of carrier frequencies for 400+ causal Mendelian
variants: Results from an ethnically diverse clinical sample of 23,453 individuals. Genet. Med. 2012, 15,
178–186. [CrossRef] [PubMed]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.jaad.2014.07.003
http://dx.doi.org/10.1186/s13742-015-0047-8
http://www.ncbi.nlm.nih.gov/pubmed/25722852
http://dx.doi.org/10.1038/s41586-018-0579-z
http://dx.doi.org/10.1097/GRF.0000000000000239
http://dx.doi.org/10.1097/01.gim.0000200949.52795.df
http://dx.doi.org/10.1038/s41588-019-0481-0
http://dx.doi.org/10.1056/NEJMra1201534
http://dx.doi.org/10.1186/1471-2458-14-1196
http://dx.doi.org/10.1038/nrg910
http://www.ncbi.nlm.nih.gov/pubmed/12360236
http://dx.doi.org/10.1371/journal.pgen.1002973
http://www.ncbi.nlm.nih.gov/pubmed/23071447
http://dx.doi.org/10.1038/gim.2012.114
http://www.ncbi.nlm.nih.gov/pubmed/22975760
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	PGT-P Case with First Degree Affected Family History 
	PGT-P Case Series including Unknown Family History 
	PGT-P in 11,883 Adult Sibling Pairs 

	Results 
	PGT-P Case with First-Degree Affected Family History 
	PGT-P Case Series Including Unknown Family History 
	Genomic Index Selection in 11,883 Adult Sibling Pairs 

	Discussion 
	Conclusions 
	References

