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STUDY SUMMARY
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Bipolar disorder fs characterized by alternating manic
and depressive episodes.

This report is based on a study that discovered 64 genetic variants associated with bipolar disorder.

YOUR RESULT STUDY DESCRIPTION

Bipolar disorder is a mental health condition that causes sharp shifts in an individual's mood, energy, and activity. The condition is

9 81: h characterized by periods of manic episodes, where the patient may feel energetic and irritable, and periods of depressive episodes, where the same person may feel down and
PERCENTILE
Very high genetic
pradisposition to bipolar 413,000 individuals of European ancestry sought to identify regions of the genome associated with bipelar disorder. The researchers discovered 64 genetic variants associated
disorder

hopeless. Like many mental health conditions, genetic factors are known to contribute to an individual's risk of developing bipolar disorder. For example, studies have shown that

bipclar disorder is more common in people whe have a first-degree relative, such as a parent or sibling, with the condition. This genome-wide association study of more than

with the condition, 33 of which have not been previously described. However, many of these variants have been connected to other mental health disorders including

schizophrenia and depression.

DID YOU KNOW?

The median age of onset for bipolar disorder is 26 years, though the illness can begin any time from early childhood to the BEOs or after.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to bipolar disorder we summed up the effects of genetic variants that were linked to bipolar disorder 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 bipolar disorder. The variants highlighted in blue have negative effects sizes
and decrease your genetic predisposition to bipolar disorder. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to bipolar disorder. By adding up the
effect sizes of the highlighted variants we caleulated your polygenic score for bipolar disorder to be 4.67. 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 polygenic score for bipolar disorder Is in the 98th percentile. This means that it is higher than the polygenic scores 98% of people. We consider this to be a very high
genetic predisposition to bipolar disorder. 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 GENOTYPED GENED EFFECT SIZEQ VARIANT FREQUENCY® SIGNIFICANCED
rs9834970_C cj/c TRANK1 0.08 (1) 48% 6.60 x 10-®
rs1487445_T c/T POU3F2 0.08 (1) 49% 160 x 10°®
rsM0B2170_C G6/C CACNAIC 0.08 (1) 33% 190 x 10°™®
rs13196402_G G/G MHC 044 (1] 2% 6.80 x 10°%
rs174692_G AlG FMDs2 0.07 (1) 0% 9.90 x 10-%
rsM3779084_A G/A THSD7A 0.08 (1) 30% 140 x 10°%
rs2336147_T T/C ITIH 0.07 (1) BO% 360 x 108
r£10994416_C T ANK3 012 (-) % 110 x 107"
rs2273738_T c/T ADD3 0.09 (1) 14% 160 x 10"
rs62480493_G c/c miR124-1 0.09 (-] 13% 260 x 107"
rs10866641_T c/c DOCK2 0.06 [-) 57% 280 x 10"
rs67712866_T T/6 5TK4 0.07 (1) 69% 420 x 101
rs4619661_G 6/6 LMAN2L 0.07 (1) 67% 4.80 x 101
rs748466_T T/C ZNFB92 0.07 (1) 72% 5.00 x 10"
rs12676686_A G/G SHANK2 0.06 () 33% 120 x 1070
rs28466634_G G/G C16orf72 0.06 (1) 62% 260 x 10°°
rs228768_6 G/6 HDACE 0.06 (1) 29% 2,80 x 10"
rs6964864_G AlA SP4 0.06(-) % 5.90 x 107
rs6032110_A A/G WFDCI2 0.06 (1) 513 1.00 x 102
rs2126180_A AlA LINCO1748 0.06 (1) 46% 1.60 x 102
rs6092333_6 AfA PLEC 0.06 [-) % 180 x 109
rs12481626_G AlA KIAA1109 0.06 (-] 26% 190 x 109
rs12668848_G 6/6 MADIL1 0.06 (1) % 1.90 x 102
rs28666162_A G/A §8BP2 0.07 (1) 24% 2.00 x 10°
rs476806_A AlA PACS1 0.07 (1) 7% 2.00 x 102
rs4447308_A c/c STARDS 0.08(-) 133 260 x 10°°
rs12672003_G AfA MPPE 0.0a(-) 1% 270 x 107
rsA672_A G/6 FKBP2 0.0 [-) 2 3.40 x 109
rsM764361_A AfA SRPK2 0.06 (1) 67% 360 x 10°°
rs4702_6 GfA FURIN 0.06 (1) 46% 3560 = 10°¢
rs36306827_G G/A CUL4A 0.07 (1) 78% 3.60 x 10°°
rs10466979_G G/6 RPSBKAZ 0.06 (1) BO0% 420 x 10
rs237460_T c/T KCNB1 0.06 (1) % 430 x 1079
rs678397_T T/C PC 0.05 1) 46% 550 x 109
rs2063928_A G/A RP1-84016.2 042 (1] 7% 6.30 x 10°?
rs12032628_T 6/6 RPL13 0.06 (-] 49% 870 x 109
rs10737496_C cj/c MUF2 0.06 (1) 4% 7.20 x 10°°
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rsG2011708_T @ AfA HOMER2 0.06 [-) 140 x 10-8
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170 x 10°8
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rs7199910_G T/T GRIN2A 0.06 [-)

rs10975201_C T/T ZOCHGT 010 () 250 x 108

=
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112280486 _T c/c opza 008 (-) 12% 330 x 10
rs10043084_T £ c/c KDM3B 0.06 () oa%; 370 x 108




