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Genotyping data
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(meta-analysis)

Mol Med 2019

J Hum Genet 2022

Am J Med Genet B
Neuropsychiatr Genet 2022

Mol Psychiatry 2022

Transl Psychiatry 2023

Transl Psychiatry 2021
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Genotyping data AD/PD meta-analysis H@’Sf(ﬁ? ! PNAS (2023)

Genotyping data OPLL meta-analysis e 4leg %i r?ti;ze ) eLife (2023)

Genotyping data SZIa(:(l;JtriiL Fast SMC H%\ IZZ‘? I’g;%’;f’ﬂzsjc Mol Biol Evol (2023)
Statistical data AD Polygenic risk score Alzheimers Dement (2023)

(odds ratio and AUC)

Genotyping data CAD GWAS (:_TR%%LV% Nature Genet (2020)

CAD: Coronary artery disease TEIRE S
OPLL: Ossification of the posterior longitudinal ligament of the spine it ¥ 5L IiE



i 247 RNA M
o EHERME 702 b

Ce0

Gene Expression Omnibus

"HOME | SEARCH | SITE MAP | GEO Publications FAQ MIAME Email GEO

NCBI > GEO > Accession Display (2 Not logged in | Login 2

Scope: Format: [ HTML  ¢) Amount: GEO accession: [GSE211692 | B

Series GSE211692 Query DataSets for GSE211692
Status Public on Nov 12, 2022

Title Prediction of tissue-of-origin of early-stage cancers using serum miRNomes
Organism Homo sapiens

Experiment type  Non-coding RNA profiling by array

Summary Large-scale serum miRNomics in combination with machine learning could lead

to the development of a blood-based cancer classification system.
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JAMIR-eQTL  About Help

Japanese miRNA-eQTL Database

JAMIR-eQTL

You can search eQTLs by using any ID.

Explore JAMIR-eQTL

(4 = o=

chromosome Variant miRNA
Browse and search all data using 3 8rowse and search all data using a variant ID Browse and search all data using a mIRNA
chromosome region, chromosome:start name or 2 miRBase accession

postion-end postion

Q chri:t

Dementia type + ALL Serum donor cis-miR-eQTL trans-miR-eQTL

7 2,487 3,155,773

What are miR-eQTLs?
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