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Proper Citation

SEQtools (RRID:SCR_008579)

Resource Information

URL: http://www.seqtools.dk/

Proper Citation: SEQtools (RRID:SCR_008579)

Description: A large collection of tools for basic and advanced analyses of nucleotide and
protein sequences. The tools are wrapped into a common user interface making handling,
storage, retrieval and viewing the results easy and logical. A seqtools project can
accommodate many thousand sequences making unattended batch analyses like
database searching at NCBI painless with the robust search engine included in seqtools.

Synonyms: SEQtools

Resource Type: software resource

Keywords: software, sequence analysis, FASEB list

Availability: Free for students; senior scientists are expected to pay to help cover costs
Resource Name: SEQtools

Resource ID: SCR_008579

Alternate IDs: nif-0000-31491

Record Creation Time: 20220129T080248+0000

Record Last Update: 20260725T190649+0000

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

No alerts have been found for SEQtools.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_008579/resolver
http://www.seqtools.dk/

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 46 mentions in open access literature.

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