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Supplementary Figure 1 — A flowchart of the analysis pipeline for this study and key
results
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Supplementary Figure 2 — Gene expression profile for ABCB9 across 54 tissue types in the GTEx project

Gene expression for ABCB9 (ENSG00000150967.17)
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Supplementary Figure 3 — Gene expression profile for CTSH across 54 tissue types in the GTEx project

Gene expression for CTSH (ENSG00000103811.15)
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Supplementary Figure 4 — Gene expression profile for DCC across 54 tissue types in the GTEXx project

Gene expression for DCC (ENSG00000187323.11)
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Supplementary Figure 5— Gene expression profile for ERLIN1 across 54 tissue types in the GTEx project

Gene expression for ERLIN1 (ENSG00000107566.13)
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Supplementary Figure 6 — Gene expression profile for FLOT2 across 54 tissue types in the GTEx project

Gene expression for FLOT2 (ENSG00000132589.15)
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Supplementary Figure 7 — Gene expression profile for KHK across 54 tissue types in the GTEx project

Gene expression for KHK (ENSG00000138030.12)

250

200

TPM
3
|

o0 |

50 |
- I

18200c8ac:¢ :==:;=:'_ O~ P900a8b6  as - k-2 83Ma TQRVEA
rer T r1rrr 111 1 1T 1 17 17" 17" 17" T 1T 17" 1T 1" T T T T T 1T 17" T T 1T T T T T T T T 1T T T T T T T 1T T T T T T T T T1
@@@@@@@@GGGGG I
e P R W I e
Yy ”’2’852%223@2’@5@00%&%9 ,e@f%f, S g DT
Ce % O G
296~ X & B YL S, ;?/; 46 ,%o}?+ Z Q .
fg'zz/)f,oo, % e g;?; é;g/?); . %, gﬁ;/,}?o [é’ g‘(;s; /%, 2 s@sﬂo ‘9% ) a,,(/y 42’5?53/\ i,
57, S 98 L (/@%%0'4/ ,0/7 s % b,
% 2563 Y @g/é 5 72) 9. A
" 55,7 % 74, 7%
4o ) (SN %, €y



Supplementary Figure 8 — Gene expression profile for PANK4 across 54 tissue types in the GTEx project

Gene expression for PANK4 (ENSG00000157881.13)
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Supplementary Figure 9 — Gene expression profile for PSMB4 across 54 tissue types in the GTEx project

Gene expression for PSMB4 (ENSG00000159377.10)
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Supplementary Figure 10 — Gene expression profile for RLBP1 across 54 tissue types in the GTEXx project

Gene expression for RLBP1 (ENSG00000140522.11)
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Supplementary Figure 11 — Gene expression profile for SARM1 across 54 tissue types in the GTEx project

Gene expression for SARM1 (ENSG00000004139.13)
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Supplementary Figure 12 — Gene expression profile for SIDT1 across 54 tissue types in the GTEx project

Gene expression for SIDT1 (ENSG00000072858.10)
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Supplementary Figure 13 — Gene expression profile for SNX32 across 54 tissue types in the GTEx project

Gene expression for SNX32 (ENSG00000172803.17)
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Supplementary Table 1— Characteristics of genome-wide association studies of

neurological and psychiatric traits

Trait/disease Author Year URL

Alzheimer's disease Jansen et al 2019 https://ctg.cncr.nl/software/summary_statistics

Amyotrophic lateral

sclerosis van Rheenen et al 2016 http://databrowser.projectmine.com/

Depression Howard et al 2019 https://datashare.is.ed.ac.uk/handle/10283/3203

Insomnia Jansen et al 2018 https://ctg.cncr.nl/software/summary_statistics

Intelligence Savage et al 2018 https://ctg.cncr.nl/software/summary_statistics
Elsworth et al

Neuroticism [unpublished] 2018 mrbase.org

https://www.med.unc.edu/pgc/results-and-
Schizophrenia Ruderfer et al 2018 downloads




