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STUDY SUMMARY

Identification of 98 genetic variants associated with autoimmune thyroid disease.

YOUR RESULT

8th

. PERCENTILE
Low genetic predisposition
to auteimmune thyreid
disease

DID YOU KNOW?

STUDY DESCRIPTION

The human immune system evolved to defend our bodies against disease-causing microorganisms. However, sometimes a person's
immune system may attack the body’s own cells, causing an autoimmune disease. When the immune system attacks and destroys The thyroid gland produces hormones that regulate
the thyroid gland, a bowtie-shaped, hormone-preducing organ in the neck, it can slow the heartbeat, cause weight gain, and lead proteln, fat, and carbohydrate metabofism.

to feeling cold, tired, and depressed. This study examined genetic data of over 30,000 patients with autoimmune thyroid disease

and over 700,000 healthy controls (European ancestry] and discovered 99 genetic variants, 84 of which are novel, that are associated with autoimmune thyroid disease. One of
the discovered variants reduces the production of the FLT3 recepfor. In response, the body produces more of the signaling molecule that binds to the FLT3 receptor protein, which

affects the function of the immune system and increases the risk of autoimmune thyroid disease.

Hashimoto's disease and Grave's disease are both caused by the immune system attacking the thyroid gland. In Hashimoto's disease, the immune system kills thyroid cells, leading to reduced function of the

thyroid gland. In Grave's disease, the immune system actually stimulates the thyroid cells which results in overproduction of thyroid hormones.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to autoimmune thyrold disease we summed up the effects of genetic varlants that were linked to autoimmune thyroid disease 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 autoimmune thyroid disease. The variants highlighted in

blue have negative effects sizes and decrease your genetic predisposition to autoimmune thyroid disease. Variants that are not highlighted are not found in your genome and do not affect your genetic
predisposition to auteimmune thyroid disease. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for autoimmune thyroid disease to be -0.10. To determine whether

your score is high or low, we compared it to the scores of b,000 other Nebula Genomics users. We found that your polygenic score for autoimmune thyroid disease is in the 8th percentile. This means that it is

higher than the polygenic scores 8% of people. We consider this to be a low genetic predisposition to autoimmune thyroid disease. 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.

VBRIANTD
rs@272426_G
rs2476601_A
re5184604_T
rs826489_C
rs231776_G
rs371068848_6
rsB64637_G
rs7668276_GC
rs13080163_T
rs2767041_G
rsd408786_C
rs71608903_T
rs220627_A
rs6b36628_G
rs7090630_C
rs3764022_G
rs76428106_C
rs17364832_G
rsMDB2764_A
rs11876342_T
rs2821071_C
rs1634430_T
rsd203777_C
rs397748317_T
rs6914622_T
rs7173666_C
rs10742340_C
rs10686842_T
rs2446610_G
rsB61768632_T
rsM079788_T
rs71198628_C
rs12682330_G
rs7G226393_T
rs78634766_A
rs7441808_G

reORZZNMR [

YOUR GENOTYPEC EFFECT SIZED VARIANT FREQUENCYC SIGNIFICANCED
AlG 0.27 (1] 46% 1.40 x 10°%%8
G/6 0.36 [-) 10% 2.20 x 10°%0
T/C 0.21(1) 48% 940 % 10°10
T -0.22 (-) 33% 860 x 10°™
AfG 047 (1) 39% 180 x 1074

/ 0.22 (-] % 3.80 x 1052
G/A 043 [4) % 610 x 1072
c/c 044 [-) 23% 450 x 10
/T 012 (1) 4% 110 x 10-%7
G/6 043 (4] % 110 x 10~
T 0414 (-) 7% 220 x 107"
c/T 043 (1) 19% 2.30 x 107
C/A 0410 (1) 42% 2.90 x 1030
G6/6 -043 [4] % 5.40 x 10°30
C/A -0.09 [4) 40% 240 x 1078
c/6 -0.08 [4) % 220 x 102

NA 0.38 (-) % 2.40 x 10724
T/6 0410 (1) 27% 240 x 10°%*
/T 0.1 (-) 32% 360 x 10722
c/T 0.08 (1] 42% 140 x 1021
cfc -0.08 (4) % 2,60 x 102!
/T -0.08 (1) 39% 340 x 1020
6/C 0.08 (1) 7% 230 x107®

/ 040 [-) 24% 7.40 x 10°®
G/T 0.09 (1] 32% 220 x 10°%
T/T 0.09 (-) 27% 9.40 x 107
T/C 0.08 1) 30% 160 x 10°7

TAAA | TAAA -0.08 (-) % 440 x10°7
AlG -0.07 [4) % 130 x 10°%
c/c 0.09 (-] 24% 130 x 10°®
c/T 0.09 (1] 22% 210 x 10°®
c/c -0.07 [4) % 510 x 107
T/T 0.08 (-] 28% 710 x 10°%
G/G 0.09 (-] 74% 8.80 x 10°®
NA 038 (-] % 870 x 10°%®
A/G 0.08 (1) 29% 9.80 x10°®

e/ no7 rL AR®: aan x 10-1°



re2123340_6 L AJA 0.07 () 36% 580 x 10
re201688_T {0 c/c 040 (-) 4% 110 x 108
134206992 _T T/ TA 0.07 () 2% 120 x 10°%
rs6457834_C AJA 0.07 (=) 32% 540 x 10
134636443 _C NA 018 (-) 23 830 x 108
re36867074_0 L NA 024(-) 2% 880 %108
5
reo1382_A {0 / 0.09 (-] 8% 120 %102
rs2069656_A 6/6 007 (-) 30% 140 x 102
12745803 _G AJA 0,08 [-) 21% 160 x 102
rs146760264_C {0} NA 0.20 [-) 3% 2.00 x 102
rsB867664_A G/@ 0.07 (-] 39% 290 x 1072

rs301802_T ﬁ- AfA 0.06 [-) 42% 7.40 x 10-2

rs13260295_T {1 c/c 008 (-) 30% 751x10-2

rs0404380_c {1 T/T 0.07 () 31% 050 x 10-2
re078008_c L T 0.08 [-) 20% 900 x 10°2

HEw

rs202167005_INs {1 T/ TOAAAAGG 040 (-] 10% 110 % 107"

re2z71104_A T 006 (1) 43% 200 x 10"
reo23a167_a {3 6/6 0.09 (-] 3% 210 x 10"
ret1a378220_T {3 c/c 011 (<) 7% 240 x 101

390 x 10"

8

re3784000_A 1 -0.06 [-)

@ @
—_ =~
@ @

-0.08 [-) 470 x 107"

g

rs1891797_T @

rst1e08205_c 130 x 10-

rs2111667_G @*

-0.06 [-)

58

1.43 x 10-°

* =
— o~
k3 !

-0.08 [-)

250 x 100

E

rs1214698 _A

@
-~
@

0.06 [-)

rs7218886_6 {0 T/T 008 [-) 6% 440 x 100
re72022276_n 10 8/6 0,09 (-] 5 460 x 100
rs12114506_T {0} c/c 0.06 [-) 39% 490 x 100

rs221706_c {0 6/6 009 [-) 115 7.40 x 100
rs7768816_C @ T/T -0.06 [-) 49% 7.90 x 10°°
rot6e1024_n {0 6/6 008 () 3% 802 x 1070

rs12766886_C {1 /T 0.08 ) 2% 310 x 109

rs7604497_C @ T 0410 [-) 6% 440 x 10°°

rs12703346_6 AfA -0 (-) 8% 630 x10°°




Dt S5 I S

rs38677470_A 1% 6/6 040 ()
rs8063656_T Lt T/T 012 (1)
rs2681417_G {1 6/A 040 (1)

o
70

70

o2
70

8.00 x 109
2.30 x 108

330 x 108

N/A indicates variants that could not be imputed using the %000 genomes project datasets and variants that have a frequency of < 5%. Your genome was sequanced at 30x/100x coverage and is not imputed. However, to cakeulate parcentiles, we need to compare your data with other

users imputed data. To make the data comparable, we need to exclude some of the variants from your data.



