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Type: Tool

Proper Citation

Consed (RRID:SCR_005650)

Resource Information

URL: http://www.phrap.org/consed/consed.html

Proper Citation: Consed (RRID:SCR_005650)

Description: A graphical tool for sequence finishing (BAM File Viewer, Assembly Editor, 
Autofinish, Autoreport, Autoedit, and Align Reads To Reference Sequence)

Abbreviations: Consed

Resource Type: software resource

Defining Citation: PMID:23995391, PMID:9521923

Keywords: next-generation sequencing, graphical editor, linux, macosx, solaris, c++

Funding: NIH ;
NHGRI R01HG005710

Availability: Free for academic use, Free for non-profit use, Commercial license

Resource Name: Consed

Resource ID: SCR_005650

Alternate IDs: OMICS_00879

Record Creation Time: 20220129T080231+0000

Record Last Update: 20250420T014258+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_005650/resolver
http://www.phrap.org/consed/consed.html
https://pubmed.ncbi.nlm.nih.gov/23995391
https://pubmed.ncbi.nlm.nih.gov/9521923


Ratings and Alerts

No rating or validation information has been found for Consed.

No alerts have been found for Consed.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 590 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Baumgartner BM, et al. (2024) Genome sequences of actinobacteriophages JorRay, 
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new paradigm for activation of silent biosynthetic gene clusters in Streptomyces. Nucleic 
acids research, 49(14), 8396.
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