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Proper Citation

NeMOarchive (RRID:SCR_016152)

Resource Information

URL.: https://nemoarchive.org/

Proper Citation: NeMOarchive (RRID:SCR_016152)

Description: Data repository specifically focused on storage and dissemination of omic data
generated from BRAIN Initiative and related brain research projects. Data repository and
archive for BCDC and BICCN project, among others. NeMO data include genomic regions
associated with brain abnormalities and disease, transcription factor binding sites and other
regulatory elements, transcription activity, levels of cytosine modification, histone
modification profiles and chromatin accessibility.

Abbreviations: NeMO

Synonyms: NeMO Archive, Neuroscience Multi-omic Data Archive, The Neuroscience Multi-
Omic Archive, Neuroscience Multi-Omic Archive

Resource Type: data repository, storage service resource, database, service resource, data
or information resource

Keywords: omic, neuroscience, neurobiology, bcbc, bicen, nih, brain, genomic, region,
abnormal, transcription, factor, binding, site, chromatin, regulatory, element, data

Funding: NIMH MH114788;
BRAIN Initiative

Availability: Free, Freely available

Resource Name: NeMOarchive



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_016152/resolver
https://nemoarchive.org/

Resource ID: SCR_016152
Alternate URLSs: https://data.nemoarchive.org/
Record Creation Time: 20220129T080329+0000

Record Last Update: 20250423T060916+0000

Ratings and Alerts
No rating or validation information has been found for NeMOarchive.

No alerts have been found for NeMOarchive.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 96 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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