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® Significant trans-eQTL after cross-mapping correction
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in 7p21.3 locus
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SNP: rs11974335-G rs10950398-G rs1990622-A

Number of datasets: 4 6
Upregulated trans-eQTL genes: 275 200
Downregulated trans-eQTL genes: 750 590
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HIRA vED22 Associated phenotypes:

sc1 p-value HPO enrichments
SLC4A3 HIFIAN 6.69x10"  Cerebral visual impairment
1.24x10"7  Gait disturbance
HTT 1.33x10"7  Cerebral cortical atrophy
wapkap2 DNAJCS sMas Sec24c YEATS2 2.11x10"7  Cerebellar atrophy
PRRC2B SMG6 2.94x10"7  Abnormality of the cerebral white matter
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Gene, co-regulated with genes inside ALS loci

GBP4 SERPINB9 ARRB2 F

DLL4 MNT

p-value KEGG enrichments

- 4.8x107® Acute myeloid leukemia

ELL - - - DUSP22 8.3x10"7 T cell receptor signaling pathway

1.6x10" Chemokine signaling pathway
- 1.4x10™ Neurotrophin signaling pathway
KRBA1 - 5.7x10* Endocytosis

- NLRP3

Associated pathways:

Neurotrophin signaling pathway Z-score:
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