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STUDY SUMMARY
Identification of 233 novel variants associated with multiple sclerosis and the body’s immune response system.

YOUR RESULT STUDY DESCRIPTION

Multiple sclerosis is an autoimmune disease that leads to degeneration of the central nervous system. t's characterized by damage to the nerves that can lead to problems with

vision, movement, and speech. This study analyzed the genetic data of 116,803 individuals of European ancestry and discovered 233 variants that appear to correlate with a risk of
2 01: h developing multiple sclerosis. These variants help explain ~48% of the heritability of multiple sclerosis. Many of these variants are located near genes that are expressed in the
BE:_F;SEZ:;:iw brain and play a role in antigen recognition by the immune system. To date, this is the largest genome-wide association analysis of multiple sclerosis and it explains almost half of
predisposition to multiple the genetic contribution to the disease risk.
sclerosis

DID YOU KNOW?

Though multiple sclerosis cannot be cured, doctors recommend lowering inflammation levels by maintaining a healthy diet (e.g. mediterranean diet rich in fish, whole grains, fruits, vegetables and olive oil) and
exercising regularly.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to multiple sclerosis we summed up the effects of genetic variants that were linked to multiple sclerosis 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 multiple sclerosis. The variants highlighted in blue have negative effects sizes
and decrease your genetic predisposition to multiple sclerosis. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to multiple sclerosis. By adding up
the effect sizes of the highlighted variants we caleulated your polygenic score for multiple sclerosis to be 1.48. 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 multiple sclerosis is in the 20th percentile. This means that it is higher than the polygenic scores 20% of people. We consider this to be a below
average genetic predisposition to multiple sclerosis. However, please note that genetic predispositions de not account for important nen-genetic factors like [ifestyle. 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.

VBRIANTED YOUR GENOTYPED EFFECT SIZED VARIANT FREQUENCYT SIGNIFICANCE®
rs1071743_G G/6 -0.37 (1) 12% 1.06 x 10280
rs3097671_C G/6 0.29 (-] 14% 249 x 10
rs2844482_A NA 030 (-) < 1% 743 x 10-84
rs4081669_T c/c 0.27 [-) 1% 460 x 1082
rs10801908_C cf/c 0.26 (1) 9% 466 x 1070
rs11266693_T c/T 049 (1) 42% 2.96 x 10-68
rs0266620_C T/T -0.20 [-) 17% 8.88 x 10°%7
rs438613_C T/C 014 (1) % 231 x 10-%9
rs1800693_T T/T -014[4) % 224 x 1047
rs7464108_C T 0.22 (-) 86% 170 x 107
rsB670198_C T/T -013 [-) % 154 % 10-38
rs62420820 _A G/A 043 (1) 19% 9.26 x 1038
rs1738074_T T/T -0412 [4) B60% 3.48 x 10-%
rs36640610_C T/C 0413 (1) 21% 298 x 1075
rs1323202_A AfA 0.6 1) 86% 364 x 10
rs1077667_C cj/c 014 (1) 80% 7.88 x 10"
rs36486003_A AJA -0419 1) 90% 227 x 1075
rs2160879_6 G/A 0M (1) 68% 406 x 107
rs701006_G AlG 012 (1) B6% 963 x 1075
r£11809700_C c/T -0412 [4) 70% 296 x 10-%°
rs0843366_G G/G 014 (1) e 444 x 10-30
rs4939490_6 G/6 042 (1) 38% 2.00 x 10"
rs4896163_A AfA -0.1 (1) 70% 272 x 102
rs72028038_6 B/A -014 [4) 90% 8.38 x10-%°
rs10063294_A G/A -012 [4) % 158 x 1028
rs1026916_6 AfG -0.11 [4) % 232 x 1028
rs1014486_C c/c 0.10 (1) 39% S pa
rs11751669_G AJG 046 (1) 12% 576 x 10~
rs11079784_C T/C 0.0 [1) 46% 199 x 10- %
rs6689706_A G/6 0.0 [-) 38% 4563 x 10-%8
rs11749040_G G/6 -014 1) B 454 x 10728
rs631204_A c/cC 0.1 (-) % 492 x 10-%
rs4808760_G c/c -0.11 (=) 76% 5.83 x 10-28
rs12478639_G G/C 0.1 (1) 76% 186 x 10-24
rs68166386_G AfA 0410 [-) 38% 442 x 1072
rs7977720_C c/T -0.09 (1) 47% 406 x 10-2
rs34947666_C c/c 014 (1) 88% 1.30 x 10-2*
rs1260661_G 6/T -0.10 (&) % 1.68 x 10-25

rs114071606_C 6/6 -0.26 (-) %o 384 x 102



rs140622_C 1.31 % 102

-21

1M x10°®

rs1087066_G 360107

1.46 x 10°7

134 %1078

7.03x107%

143 x 10 %

1.82 x 10°%

-1

9.26 x 10-%




rs2623600_C 6.06x108

201 %101

3.00 x 1070

rs11126803_T




rs10271373_C 3Mx10°

*
-
bl

-0.06 )

&

400 x 108

g
2

rs2286974_G

*
-
bl

010 (<)

150 x 108

&

rs13066789_C

-
-
-

0.08 [-)

rs3023387_T 0.06 [-) 3% 176 x 108

> O
- =
» O

rs61708626_6 0.07 () 30% 180 x10°8

332 %108

g
=

rs1416068_C

@
-
@

-0.07 [-)

rs9900620_C G/G 0.06 [-) 39% 476 x 108
rs3083982_T NA 040 (-] <% 4.96 x 108
rs10936182_T NA 0.09 (-] < 1% 499 x 108

N4 indicates variants that could not ba imputed using the %000 genomes project datasets and variants that have a frequancy of < 5%. Your genoma was sequenced at 30x/100x coverage and is not imputed. Howsver. to calculate 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.




