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Proper Citation

Open Reading Frame Finder (RRID:SCR_016643)

Resource Information

URL.: https://www.nchi.nlm.nih.gov/orffinder

Proper Citation: Open Reading Frame Finder (RRID:SCR_016643)

Description: Software tool to search for open reading frames (ORFs) in the DNA sequence.
The program returns the range of each ORF, along with its protein translation. Used to
search newly sequenced DNA for potential protein encoding segments, verify predicted
protein. Limited to the subrange of the query sequence up to 50 kb long.

Abbreviations: ORF finder
Synonyms: Open Reading Frame finder, Open Reading Frame Finder

Resource Type: data processing software, software application, service resource, data
analysis software, sequence analysis software, software resource, production service
resource, analysis service resource

Keywords: search, open, reading, frame, DNA, sequence, ORF, protein, translation, data,
encoding, segment, verify

Funding:

Availability: Free, Available for download, Freely available
Resource Name: Open Reading Frame Finder

Resource ID: SCR_016643

Record Creation Time: 20220129T080331+0000
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Record Last Update: 20250418T055453+0000

Ratings and Alerts
No rating or validation information has been found for Open Reading Frame Finder.

No alerts have been found for Open Reading Frame Finder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1281 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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