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Resource Information

URL: http://caprica.genetics.kcl.ac.uk/BRAINEAC/

Proper Citation: Braineac (RRID:SCR_015888)

Description: Database for the UK Brain Expression Consortium (UKBEC) dataset that 
comprises of brains from individuals free of neurodegenerative disorders. The aim of 
Braineac is to release to the scientific community a valid instrument to investigate the genes 
and SNPs associated with neurological disorders.

Resource Type: database, software resource, web application, data or information resource

Defining Citation: PMID:25174004

Keywords: neurodegenerative, brain, disorder, mrna, dna, eqtl, snp, gene, visualization, 
expression

Related Condition: Normal

Funding:

Availability: Public, Free, Available for download

Resource Name: Braineac

Resource ID: SCR_015888

Record Creation Time: 20220129T080327+0000

Record Last Update: 20250417T065537+0000

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_015888/resolver
http://caprica.genetics.kcl.ac.uk/BRAINEAC/
https://pubmed.ncbi.nlm.nih.gov/25174004


Ratings and Alerts

No rating or validation information has been found for Braineac.

No alerts have been found for Braineac.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 48 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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Bhatt IS, et al. (2024) A genome-wide association study reveals a polygenic architecture of 
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14(1), 13089.
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Loci Associated With Anti-NMDAR Encephalitis. Neurology(R) neuroimmunology & 
neuroinflammation, 11(3), e200221.

Cheron J, et al. (2023) USP7/Maged1-mediated H2A monoubiquitination in the 
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communications, 14(1), 8481.

Wootton O, et al. (2023) Genome-wide association study in 404,302 individuals identifies 7 
significant loci for reaction time variability. Molecular psychiatry, 28(9), 4011.
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disorder and lifespan. Neuropsychopharmacology : official publication of the American 
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schizophrenia. Scientific reports, 13(1), 3890.
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polysubstance use among young adults. medRxiv : the preprint server for health sciences.
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Alzheimer's Disease Risk. Journal of Alzheimer's disease : JAD, 86(4), 1861.
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shortening of telomere length and regulated by TESPA1: implications for aging. Molecular 
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Wang S, et al. (2022) Integrative Analyses Identify KCNJ15 as a Candidate Gene in Patients 
with Epilepsy. Neurology and therapy, 11(4), 1767.
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QTc interval change in patients with schizophrenia: a genome-wide association study. 
Translational psychiatry, 12(1), 56.
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population. Cell discovery, 7(1), 103.
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therapeutics, 27(5), 603.

Wang S, et al. (2021) Analysis of GABRG2 C588T polymorphism in genetic epilepsy and 
evaluation of GABRG2 in drug treatment. Clinical and translational science, 14(5), 1725.


