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Figure S3e. Chromosome 8, rs12682352
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Figure S3f. Chromosome 9, rs12378446.
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Figures S3g. Chromosome 9, rs4977844
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Figure S3h. Chromosome 17, rs111433752
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Figure S3i. Chromosome 18, rs1187264
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Figure S4. Manhattan plot for genome-wide association with neuroticism, females only (n=47,196
UK Biobank participants).

Manhattan plot, Neuroticism: BBank, Female
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Figure S5. Manhattan plot for genome-wide association with neuroticism, males only (n=44,174

UK Biobank participants).

Manhattan plot, Neuroticism: BBank, Male
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Table S1. Eysenck Personality Questionnaire-Revised (EPQ-R-S Short Form) Neuroticism scale®.

UK Biobank data-field
1 | Does your mood often go up and down? 1920
2 | Doyou ever feel 'just miserable' for no reason? 1930
3 | Are you an irritable person? 1940
4 | Are your feelings easily hurt? 1950
5 | Do you often feel 'fed-up'? 1960
6 | Would you call yourself a nervous person? 1970
7 | Are you a worrier? 1980
8 | Would you call yourself tense or 'highly strung'? 1990
9 | Do you worry too long after an embarrassing experience? 2000
10 | Do you suffer from 'nerves'? 2010
11 | Do you often feel lonely? 2020
12 | Are you often troubled by feelings of guilt? 2030
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Table S2. Component loadings (on the first unrotated principal component), internal consistency
reliabilities and variance explained from principal components analysis of the twelve EPQ-R-S

items.
Full UK Biobank Neuroticism
sample with GWAS
neuroticism data | sample
(N=401,695) (N=91,370)
ltem 1. Does your mood often go up and down? 0.68 0.62
factor
loadings | 2. Do you ever feel ‘just miserable’ for no reason? 0.64 0.62
3. Are you an irritable person? 0.52 0.64
4. Are your feelings easily hurt? 0.59 0.63
5. Do you often feel ‘fed-up’? 0.66 0.62
6. Would you call yourself a nervous person? 0.61 0.63
7. Are you a worrier? 0.63 0.62
8. Would you call yourself tense or ‘highly strung’? | 0.60 0.64
9. Do you worry too long after an embarrassing 0.58 0.63
experience?
10. Do you suffer from ‘nerves’? 0.57 0.64
11. Do you often feel lonely? 0.50 0.64
12. Are you often troubled by feelings of guilt? 0.57 0.63
Cronbach’s a 0.83 0.84
% Variance explained by first unrotated principal component | 36% 33%

39


https://doi.org/10.1101/032417

bioRxiv preprint doi: https://doi.org/10.1101/032417; this version posted November 20, 2015. The copyright holder for this preprint (which
was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Table S3. Index associated SNPs from UK Biobank GWAS (n=91,370)

Index SNP Al1l/A2 Freq Chr Position BETA (SE) P

rs2678897 G/A 0.391 2 58,169,418 | -0.088 (0.016) | 1.45x10°®
rs62353260 | A/G 0.013 4 166,078,832 | 0.361 (0.066) | 3.78x10°®
rs140344078 | GT/G 0.172 7 7,700,640 -0.113 (0.020) 1.43x10®
rs12682352 | C/T 0.475 8 8,646,246 -0.12 (0.015) | 1.02x10™"
rs74311404 | T/TAA 0.22 9 11,506,513 | -0.103 (0.018) | 1.58x10°®
rs8081460 A/G 0.307 17 8,965,272 -0.091 (0.016) | 2.65x10°
rs549599956 | G/A 0.232 17 44,247,164 | 0.106 (0.018) 4.06x10°
rs1187256 T/C 0.128 18 35,295,330 | 0.127 (0.023) 2.16x10°

A1/A2 = alleles; Freq=frequency in UK Biobank; Chr = Chromosome; Position = Base Position
(GRCh37/hg19); BETA = beta co-efficient for allele 1; SE = Standard Error; P-Value = association P
value.
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Table S4. Genome-wide significant index SNPs (in either Meta-analysis or UK BioBank analysis). Meta-analysis of UK Biobank, Generation Scotland and

QIMR datasets.
META-ANALYSIS UK BioBank Generation of Scotland QIMR

CHR |BP MarkerName|Allele1|Allele2|Effect StdErr  |P.value Direction| BETA SE P FRQ BETA SE P FRQ BETA SE P FRQ
1 37,242,743 |rs490647 A G 0.092 0.017 3.80E-08 +++ 0.088 0.018 | 7.79E-07 0.227 0.073 0.065 0.257 0.234 0.157 0.066 0.017 0.243
1 225,927,218 |rs4653663 |A T 0.091 0.016 2.04E-08[ +++ 0.079 0.017 |5.12E-06 0.255 0.117 0.062 0.060 0.260 0.219 0.064 0.001 0.259
2 58,167,698 [rs5831479 |G GA 0.085 0.015 3.11E-08[ +?? 0.085 0.015 | 3.13E-08 0.603 NA NA NA NA NA NA NA NA
2 58,169,418 [rs2678897 |A G 0.074 0.015 4.19E-07| +- 0.088 0.016 | 1.45E-08 0.609 -0.026 0.056 0.642 0.601 | -0.026 0.058 0.657 0.612
3 110,184,749 |rs12637928 |A T -0.077 0.014 4.26E-08| --- -0.074 0.015 | 8.76E-07 0.490 -0.073 0.055 0.186 0.506 | -0.128 0.058 0.027 0.491
4 166,085,805 |rs62353264 (A T -0.335 0.061 3.68E-08] --+ -0.335 0.065 | 2.36E-07 0.986 -0.547 0.219 0.012 0.984 0.059 0.298 0.842 0.988
7 7,700,640 |rs140344078 |G GT 0.113 0.020 1.42E-08| +?? 0.113 0.020 | 1.43E-08 0.8277 NA NA NA NA NA NA NA NA
7 7,705,275 |rs4720750 |A G -0.083 0.018 2.56E-06[ -++ -0.105 0.019 | 2.10E-08 0.2009 0.110 0.069 0.111 0.192 0.039 0.071 0.587 0.194
8 8,646,246 |rs12682352 [T C 0.115 0.014 1.49E-15| +++ 0.120 0.015 | 1.02E-15 0.525 0.000 0.111 0.997 0.539 0.063 0.057 0.265 0.528
9 11,369,213 |rs12378446 [T C 0.100 0.017 9.40E-09| +++ 0.100 0.019 | 9.69E-08 0.791 0.123 0.068 0.071 0.793 0.084 0.070 0.233 0.784
9 23,295,899 [rs4977844 |C G 0.083 0.015 3.23E-08[ +++ 0.083 0.016 | 2.02E-07 0.358 0.136 0.058 0.019 0.351 0.018 0.060 0.767 0.352
17 8,965,272 |rs8081460* |A G -0.074 0.015 1.35E-06| --+ -0.091 0.016 | 2.65E-08 0.307 -0.003 0.064 0.966 0.283 0.095 0.061 0.118 0.315
17 43,857,989 |rs111433752 (T G -0.120 0.018 9.27E-12| --- -0.109 0.019 | 5.19E-09 0.790 -0.143 0.073 0.050 0.806 | -0.297 0.080 | 0.0002 [ 0.788
18 35,289,647 [rs1187264 |C G 0.118 0.021 1.18E-08| +++ 0.123 0.022 | 2.36E-08 0.136 0.029 0.081 0.720 0.136 0.131 0.083 0.113 0.132

* SNP is significant in UK Biobank only analysis
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