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SoyDB

RRID:SCR_010900
Type: Tool

Proper Citation

SoyDB (RRID:SCR_010900)

Resource Information

URL.: http://casp.rnet.missouri.edu/soydb/

Proper Citation: SoyDB (RRID:SCR_010900)

Description: A Knowledge Database of Soybean Transcription Factors. PSI-BLAST is
available to find hits from the database.

Abbreviations: SoyDB
Synonyms: SoyDB: A Knowledge Database of Soybean Transcription Factors

Resource Type: service resource, data analysis service, database, analysis service
resource, production service resource, data or information resource

Defining Citation: PMID:20082720

Keywords: transcription factor, blast, amino acid sequence, predicted tertiary structure,
dna binding site, domain prediction, homologous protein, protein family classification,
multiple sequence alignment, dna binding motif, protein family

Funding: NSF

Availability: Free, Public

Resource Name: SoyDB

Resource ID: SCR_010900

Alternate IDs: OMICS 00563

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260728T043351+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_010900/resolver
http://casp.rnet.missouri.edu/soydb/
https://pubmed.ncbi.nlm.nih.gov/20082720

No rating or validation information has been found for SoyDB.

No alerts have been found for SoyDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 10 mentions in open access literature.

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