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Open Regulatory Annotation Database

RRID:SCR_007835
Type: Tool

Proper Citation

Open Regulatory Annotation Database (RRID:SCR_007835)

Resource Information

URL.: http://www.oreganno.org/oregano/

Proper Citation: Open Regulatory Annotation Database (RRID:SCR_007835)

Description: Open source, open access database and literature curation system for
community based annotation of experimentally identified DNA regulatory regions,
transcription factor binding sites and regulatory variants. Automatically cross referenced
against PubMED, Entrez Gene, EnsEMBL, dbSNP, eVOC: Cell type ontology, and
Taxonomy database. Community driven resource for curated regulatory annotation.

Abbreviations: ORegAnno
Synonyms: Open REGulatory ANNOtation, ORegAnno 3.0
Resource Type: data or information resource, database

Defining Citation: PMID:18006570, PMID:26578589

Keywords: Collection, annotation, curated, experimentally, identified, DNA, regulatory,
region, element, transcript, factor, binding, site, regulatory, variant, data, FASEB list

Funding: British Columbia Cancer Foundation ;
Genome Canada ;

Genome British Columbia ;

European Network of Excellence ;

BioSapiens Network of Excellence ;

Research Foundation — Flanders ;

Pleiades Promoter Project ;

Michael Smith Foundation for Health Research ;
Canadian Institutes of Health Research ;



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_007835/resolver
http://www.oreganno.org/oregano/
https://pubmed.ncbi.nlm.nih.gov/18006570
https://pubmed.ncbi.nlm.nih.gov/26578589

European Molecular Biology Laboratory ;

Marie Curie Early Stage Research Training Fellowship ;
Natural Sciences and Engineering Research Council ;
Swedish Research Council ;

American Cancer Society ;

Edward Mallinckrodt ;

Jr. Foundation ;

NHGRI K99 HG007940;

NHGRI RO1 HG008150;

NIMH RO1 MH101814;

NCI K22 CA188163

Availability: Free, Freely available

Resource Name: Open Regulatory Annotation Database
Resource ID: SCR_007835

Alternate IDs: nif-0000-03223

Alternate URLSs: http://www.oreganno.org/

Record Creation Time: 20220129T080244+0000

Record Last Update: 20250507T060527+0000

Ratings and Alerts

No rating or validation information has been found for Open Regulatory Annotation
Database.

No alerts have been found for Open Regulatory Annotation Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 74 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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research & therapy, 16(1), 14.
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communications, 15(1), 9245.
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sequencing. BMC medical genomics, 17(1), 279.

Swindell WR, et al. (2024) Meta-analysis of differential gene expression in lower motor
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phenotype in Marfan syndrome: Analysis of two novel cases and analytical review of the
literature. Molecular genetics & genomic medicine, 11(7), e2166.

Zhang F, et al. (2023) NFATc1 marks articular cartilage progenitors and negatively
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enhances DNA damage. Nature communications, 14(1), 1244.
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placental development genes. Epigenetics, 17(13), 2157.
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cryptically colored beach mice. Proceedings of the National Academy of Sciences of the
United States of America, 119(27), e2202862119.
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Genetik e.V, 34(4), 275.

Wu T, et al. (2022) Coupling high-throughput mapping with proteomics analysis delineates




cis-regulatory elements at high resolution. Nucleic acids research, 50(1), e5.

Altman MC, et al. (2021) Inducible expression quantitative trait locus analysis of the
MUCS5AC gene in asthma in urban populations of children. The Journal of allergy and clinical
immunology, 148(6), 1505.

Wanowska E, et al. (2021) A chromatin-associated splicing isoform of OIP5-AS1 acts in cis
to regulate the OIP5 oncogene. RNA biology, 18(11), 1834.

Schwartz JR, et al. (2021) The acquisition of molecular drivers in pediatric therapy-related
myeloid neoplasms. Nature communications, 12(1), 985.

Porter HL, et al. (2021) Many chronological aging clocks can be found throughout the
epigenome: Implications for quantifying biological aging. Aging cell, 20(11), e13492.




