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STUDY SUMMARY
Identification of 28 novel regions associated with thyroid stimulating hormone levels.

YOUR RESULT STUDY DESCRIPTION

The thyroid is a butterfly-shaped gland located at the front of the neck. It plays a critical role in controlling the body's metabolism by regulating how fast we burn calories and
many other things. The thyroid itself is controlled by the pituitary gland, which is located in the brain, and releases thyroid stimulating hormone (TSH) that spurs the thyroid into

61st

action. TSH levels are commonly used to diagnose a variety of thyroid disorders, including hypothyroidism, hyperthyroidism, and thyroid cancer. This genome-wide association

PERCENTILE
Aova avarage ganatic study examined nearly 120,000 individuals of European ancestry to better understand how genetics may influence TSH levels. The study identified 74 regions in the genome that
pradisposition to inereased appear to associate with TSH levels, 28 of which are newly discovered. One of the regions harbors the TSHR gene, which acts as a receptor for the thyroid stimulating hormone.
m:".::m\g The study also found that genetic predisposition to higher TSH levels is associated with a reduced risk of thyroid cancer.

DID YOU KNOW?

Women are between B-8x more likely to develop disorders of the thyroid than men. On average, 1in 8 women will be afflicted with a thyreid disorder during their lifetime.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to increased thyroid stimulating hormone levels we summed up the effects of genetic variants that were linked to increased thyroid stimulating hormone levels in the
study that this report is based on. These variants can be found in the table below. The variants highlighted in green have positive effect sizes and increase your genetic predisposition to increased thyroid
stimulating hormone levels. The variants highlighted in blue have negative effects sizes and decrease your genetic predisposition to increased thyroid stimulating hormone levels. Variants that are not
highlighted are not found in your genome and do not affect your genetic predisposition to increased thyroid stimulating hormone levels. By adding up the effect sizes of the highlighted variants we calculated
your polygenic score for increased thyroid stimulating hormone levels to be 0.14. To determine whether your score is high or low, we compared it to the scores of 5,000 other Nebula Genomics users, We found
that your pelygenic score for increased thyroid stimulating hormone levels is in the B1st percentile. This means that it is higher than the polygenic scores 61% of people. We consider this to be an above
average genetic predisposition to increased thyroid stimulating hormone levels. However, please note that genetic predispositions do not account for important non-genetic factors like lifestyle. Furthermore,
the genetics of most traits has not been fully understood yet and many associations between traits and genetic variants remain unknown. For additional explanations, click on the column titles in the table

below and visit our Nebula Library tutorial.

VARIANTD YOUR GENOTYPEC EFFECT SIZE® VARIANT FREQUENCYD SIGNIFICANCED
rs1479667_A G/6 016 [-) 30% 144 % 10-289
rs2083511_C cj/c -012 (V) 31% 1.39 x 1020
rs11732089_C cj/c -012 (V) 20% 677 x10°%
rs1317983_C T/C 0.0 [1) 69% 237 x 10-88
rs2028167_05 AfA -0414 (-] 13% 1.86 x 10-5%
rs13020936_A AfA 010 [1) 72% 2.97 x 10-78
rsB8722186 _T c/c -0.09 [-) 33% 421 % 10778
r£12138960_C AfA -042 () 16% 183 x 10772
rs0381266_C T/T -0.08 [-) 243 6.1 x 10-52
rs334726_A AfA 016 (1) 96% 2.94 x 10-%°
rs17477923_C TT -0.07 (-) 26% 8.30 x 1074
rs17020122_T c/c 011 (-) % 1.96 x 10~
rs6676306_6 AfA 0.08 (-] 20% 2.21x 10-%2
rs12284404_A G/6 -0.07 () 30% 272 x 104
rs139362934_A NA 110 [-) <% 446 x 1070
rs12027702_T 6/6 0.07 (-) 33% 3.96 x 10 %
rs10748781_A C/A -0.08 [{) % 6.20 x 10-38
rs73234178_A G/6 -0.06 [-) 26% 166 x 10-34
rs926488_A AJA 0.06 (1) 6% 495 x 10°34
rs4804416_G /T 0.06 (-) % 178 x 103
rs1348006_G AjG -0.06 [{) % 1.09 x10-%
rs121908872_A NA 163 [-) < 1% 236 x 10-%
rs118009374_T NA -017 () % 7.94 x 10-%
r£10814916_C T/C -0.06 (4) % 133 x 10°%°
rs61038844_A NA 019 (-) % 614 x 10-22
rs1203949_C c/c 0.06 (1) 77% 2.88 x 1028
rsB020960_T c/T -0.06 1) 28% 2.36 x 10727
rs118039499_C NA -018 (-] % .30 x 107
rs1042678_A GfA 0.06 (1) 46% 190 x 10-26
rsB9381142_A G/6 -0.06 [-) 243 8.83 x 1028
rs310766_A AfA -0.08 [{) 76% 131 % 1028
rs13100823_T c/c -0.05 [-) 30% 8.46 x 108
rs7873463_C AjC -0.05 (4) 73% 144 x 102
rs60148743_C T/T -0.06 [-) 30% 6.49 x 10-22
rs12893161_A c/c -0.06 [-) 21% 670 x 10-22
rs117764941_A NA -0.26 -) % 7.76 x 10°%2
rsBB0094T7_G A/A -0.06 [-) 16% 140 x 1077

rs11166006_A G/A -0.04 (1) % 3.98 x 102!



152242602 _T AJA 0.04 (-)

168 x 1077

g

rs4446669_C /T 0.04[-) 54% 459 x 10°7

rs761376_C NA 137 (-) < 1% 868 x 10-7

497 x10°%®

g

r£1285001_T c/c 0.06 (-]

rs11826459_C /T -0.03 [-) 147 x 10°%

8

rs11692438_G c/c 0.04 [-) 17% 7.43 x10°%

rs191633940 _A NA -079 (-) < 1% 128 x 1072

rs11683886_A L 6/6 004 () 31% 383 x 102

rs1046774_6 @ AfA 0.03[-) 38% 387 x 10°2

re6721104_C {5 NA 0.09 ) 5% 445 x 102
re3bb87648_n 10 8/6 003 () 38% 453 x10-2
rs3104389_A c/c 0.06 [-) 2% 584 %102
re761171_c T 0.03 [-) 3a% 104 x 10°"

reta6163320_T {0 NA 0.48 1) <% 204 x 1071
res217as22_6 4% NA 008 [-) 3% 200 x 107
re1801600_6 L% c/c 007 (-] 6% 276 x 101

rs9208749_C AfA 0.03[-) 679 x 107"

g

.42 x 107"

g
2

rs72076712_C T/T 0.04 )

g

rs546738876_6 ﬁ 038 [-) <1% 1.86 x 10~

1.32 x 109

5
=

rs6086658_T {1 c/e 003 ()

rea710486_n T 6/6 -0.03 (-) 844x10°

§

rs10878986_C @ /T -0.03 [-) 30% 2.40 x 108

re74888443_T {3 c/c 0.06 [-) 5% 270 x 108

rs9866818_6 Q A/A -0.03 [-) 43% 342 x 108

re72082455_C T/T 0.04 () 0% 422 %10




N/A indicates variants that could not be imputed using the 1000 genomes project datasets and variants that have a frequency of < 5%. Your genome was sequenced at 30x/100x coverage and is not imputed. However. to caloulate percentiies, we need to compare your data with other
users imputed data. To make the dats comparabie, we need to exclude some of the variants from your data.



