Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

AGORA

RRID:SCR_005070
Type: Tool

Proper Citation

AGORA (RRID:SCR_005070)

Resource Information

URL: http://www.biomedcentral.com/1471-2105/13/189

Proper Citation: AGORA (RRID:SCR_005070)

Description: An algorithm to use optical map information directly within the de Bruijn
graph framework to help produce an accurate assembly of a genome that is consistent
with the optical map information provided. AGORA takes as input two data structures:
OpMap ? an ordered list of fragment sizes representing the optical map; and Edges ? a list
of de Bruijn graph edges with their corresponding sequences.

Abbreviations: AGORA
Synonyms: Assembly Guided by Optical Restriction Alignment
Resource Type: software resource

Defining Citation: PMID:22856673

Keywords: genome assembly, genome, reconstruction
Resource Name: AGORA

Resource ID: SCR_005070

Alternate IDs: OMICS 00039

Record Creation Time: 20220129T080228+0000

Record Last Update: 20260725T190601+0000

Ratings and Alerts

No rating or validation information has been found for AGORA.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_005070/resolver
http://www.biomedcentral.com/1471-2105/13/189
https://pubmed.ncbi.nlm.nih.gov/22856673

No alerts have been found for AGORA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 99 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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peafowl and endangered green peafowl and molecular foundation of leucistic plumage of
blue peafowl. GigaScience, 14.
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Bioinformatics (Oxford, England), 41(7).
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biofilms and microbiomes, 11(1), 185.
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Genc DE, et al. (2025) Exploring the role of gut microbiota in rheumatoid arthritis: the
effects of diet and drug supplementation. BMC rheumatology, 9(1), 71.
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the preprint server for biology.
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complex. Nature communications, 16(1), 10312.
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ecology, 101(2).




