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STUDY SUMMARY
Identification of over 250 genetic loci associated with cortical surface area.

YOUR RESULT STUDY DESCRIPTION

The cerebral corfex is the outer layer of the brain that is responsible for cognitive tasks such as perception, thought and
memory. It is characterized by folds that increase its surface area. To identify genetic variants associated with human

cortical surface area, this study combined genetic data with brain imaging data from over 50,000 individuals. The study The many folds of the brain cortex increase its
surface area.
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Very high genetic discovered over 250 genetic regions, which collectively explain an estimated 34% of the heritability of cortical surface

predispesition fo larger area. Many of the identified genetic variants are linked to genes in the Wnt signaling pathway, which are active by
cortical surface ares neural progenitor eells during fetal development. Moreover, the study found that cortical surface area is positively correlated with educational attainment and
Parkinson’s disease and negatively correlated with attention deficit hyperactivity disorder, depression, and peuroticism.

DID YOU KNOW?

Folds in the cerebral cortex of the brain allow a large number of neurons to be packed into a small space. This has enabled the development of advanced brain functions.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to larger cortical surface area we summed up the effects of genetic variants that were linked to larger cortical surface area 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 incraase your genetic predisposition to larger cortical surface area. The
variants highlighted in blue have negative effects sizes and decrease your genetic predisposition to larger cortical surface area. Variants that are not highlighted are not found in your genome
and do not affect your genetic predisposition to larger cortical surface area. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for larger cortical surface
area to be 4841.48. 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 polygenic score for larger cortical
surface area is in the 88th 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 larger cortical surface
area. 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.

VARIANTO YOUR GENOTYPEC EFFECT S1ZEQ VARIANT FREQUENCYD SIGNIFICANCE®
rs10800686_A AlA -1M1.78 (1) 91% 3.81 x 10-%7
rs4824346_A G/G 80.51 [-) % 5.83 x 1075
rs4824345 A AlA 62.25 (1) 92% 7.58 % 10%2
rs2279829_ T c/c 19.58 (-] 22% 8.35 x 10-39
rsB2002282_A A/G -49.63 (4] 88% 143 x 105
rs79600142_T T/T 1696.83 (1) 78% 2.33 x 107
rs2279829_T cj/c -30.02 (-) % 1.82 x 10730
rs10851385_A AA -33.94 (4] 78% 155 x 1028
rs10278627_A AfA -14.42 (1) B8% 2.09 x 1027
rs4824345_A AJA 61.46 (1) Q2% 8.60 x 102
1822105_T T/C -27.25 (1) 58% 7.60 x 10728
1s73313052_A G/A -23.93 (4) 3% 146 x 1072
rs73313052_A G/A 33.50 (1) 13% 113 x 1028
rs11759026_A AlG -1301.52 (1) 76% A4M x 10-22
rs68175885_A G/G -43.45 (-] 8% 2.23 x 102
rs2033939_A G/G -23.43 (-] % 2.8 x 102
rs10878349_A AJA 1039.99 (1) % 4.83 x 102
1s76341705_A G/A -30.45 [4) 3% 5.34 x 102
rs1171836819_T NA 19.88 (-] % 6.70 x 10-20
rs4273712_A AlG -20.01 (¥) 73% 0.07 x 107
rs2336714_T T/C -29.79 (4) 36% 1.09 x 10°®
1s2270820_T c/c 282 (1) 2 5.52 x 10-18
rs4897178 _T G/6 -12.57 (<) % 6.03 x 107
rs62367903_A AlB 13.10 (1) o 186 x 10-7
rs769344141_C / -32.86 (-] 21% 1.01x 1078
rs/3313052_A G/A -14.24 (1) 13% 1.62 x 107
rs2164950_A G/A 30.88 (1) 13% 1.67 x 10-'8
rsd708392_A AlA 28.61 (1) % 6.22 x 10°1®
rs34464850_C 11 G/C 1233.18 (1) 15% B.76 x 107"
rs2279830_T T/C 57 (1) 39% 9.86 x 10-%
rsd721802_A AJA -11.85 (4] B66% 2.06 x 10"
rs4437022_A c/A 261 4] 5% 2,06 x 10°®
rs168451_A G/G 3.5 () 38% 242 x 107"
rs68175985_A G/G 37.39 () 18% 6.06 x 10°®
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1s78502100_C G/G 2017 (-) 1,81 x 10-14
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rs2358483_T £ c/c 135 ()

rs117892760_T NA -33.92 (-] 4% 9.85 x 10714

rs72722993_A G/G -26.66 [-) 30% 1.04 x 10-%

rs10851383_C 6/6 19.20 () 117 x 1075
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rs3770776_A G/G -8.38 (-] 57% 898 x 10
rs76485453 T NA 123.36 (-) 1% 1.0 x 10-%2

re630016_C 6/6 2067 (-) 21% 357x 102
rs4805120_T c/c -2.00 () 522 487 x 102
re552305_T I c/e 20.39 (-) 1% 578x10°%

rsB461386_A G/G M.06 (-] 36% 7.28 x 1072
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rs141834426_C NA -32.03 (-] 4% 331x 10"

rs78155705_T c/c -2653 (-] 8% 333 %101

rs10237280_T c/c 15.83 [-] 30% 370 x 101

rs10283100_A {1 G/G 5180 () 6% 5.04 x 10"

rs148182077_T NA 129.4 (-] 1% 541x 101

rs905124_A T 1531 () .86 x 10"

R

8.58 x 10"
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rs159540_A G/6 10.32 [-)

rsA4708391_A T/T -3.24 () 18% 1.03 x 100

rs7280108_A {1 G/6 358 (1) o059 117 x 1070



rs221326_T G/T 16.00 (1) 46% 1.25 x 10-1°

rs7141160_A AlA 310 (1) 52% 1.35 x 1010
rs11695609_T c/c -557 () 52% 1.47 x 1070
rs61901266_T c/c 462 () 16% 1.47 x 10-10

rs74580701_A AJA 2089.12 (1) 06% 157 x 1010
1s59373415_C c/c 1872 (1) 842% 1.60 x 10710
1s7601767_A G/G 1.82 [-) 30% 161 x 10-10

re58066670_A £ G/6 1653 () 8% 1.82 x 10-°

rs10765918_A AJA 9.01(1) 73% 2.29 x 1010
1s72781270_T c/T 577 (1) 35% 232 % 10
rs15877304_T NA 60.55 (-) 22 237 x 10710

rstii54343_T 5} c/c 780.1 () 30% 250 x 10

rs35937770_A G/A 832.80 (1) 33% 2.82 x 107

rs0401007_T T/C 20.97 (1) 76% 3.86 x 1010
rs1122688 T c/c 933 (-) 74% 3.97 x 10-0
rs56200730_T T/T 97 (1) 76% 5.03 x 10-©
1s62057070_A AfA 15.79 (1) 78% 5.22 x 10-10
rs0963836_T cjc 2154 (-] 209 5.20 x 1010
111070185 _T c/c -10.01 () 20% 5.41x 10-10

rs4015028_A I 6/6 212 () 15% 5.82 x 10
rs36301208_A G/6 1550 (-] 5% 5.92 x 10°°

rs1262478_A c/c -M.45 () 0% 7.9 x 10
rs1080066_A AlA 33.20 (1) 912 816 x 1010

rs6554054_a £ G/6 2744 (1) u 8.42 x 10-°
1s156785_A G/A 1758 (1) 48% 867 x 10-©
1£142301939_A G/A 2047 (1) 342 821x 10

rs77470370_A NA 3368 (1) 5% 9,22 1071
151822105 _T T/C 19.36 (1) 58% 9.37 x 10-10
rs971550_A AfA 10.03 (1) 69% 9.47 x 100

re2200225_a £ aA/A 20.55 (1) 242% 104 x 109
rs2287283_T L T 294 (1) 62% 1,08 x 10°
rs11033208_c £ G/C 13.46 (1) 40% 100 x 109

rsB812278_C @ c/B 15.68 (1) 20% 114 x 102

rs/5341124_T NA -2652 (-] 4% 1.25 x 102

rsBB32671_T T/T 19.76 (1) B5% 127 x 102
rs12536836_T c/c 719 (-) 40% 133 x 109
rsA481M476_T T/C 10.20 (1) 49% 150 x 109

s10749233_C g/c 1581 (=) 753 174 x 10
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ret7aea482_T % c/e 8567 () 2% 278x 109
rs80241863_a NA 2659 () 2% 279 x10°
1s4895532_T c/o 9.44(-) 6% 307 x 10°°

rs70272300_T {8 c/c 27.93 (1) 15% 344 %109
res5342571_A L0 TT 022 (1) 20% 3.20 x 10
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rs76470478_T 1942 ()

1s47516814_A TIT 1770 (=) 418 x10°

%

re13t1s025_a £ TT 2312 () 220 x 10
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1512826248 _A G/G -877.10 (-) 20% 516 x 109
rs12857321_A G/G -698.75 () 3% 522 x 10

rsB766244 T c/c -8.63 (-] 23% 6.41x 10

s13212044_T G/6 -740.38 (-) 26% 862 x 109
rs73008822_T c/c 16.26 (-) 15% B73x 10
rs62132522_T c/c 12.96 (-) 56% 7.5 x 109

rs17193619_T NA 64.28 () 1% 749 x 10°°

rs2202805_T {1 c/e 508 (-) 20% 8.22 109
re6603001_T £ c/c 1650 () 25% 8.86 x 109
rs12764880_T c/c 503 () 3% 8.38 x 109
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1.27 x 108
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N/A indicates variants that could not be imputed using the 1000 genomes project datasets and variants that have a frequency of < 5%. These are limitati of los whole-genome ing. Pleaze consider upgrading to high-coverage whole-genome
‘sequencing.



