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DisProt - Database of Protein Disorder

RRID:SCR_007097
Type: Tool

Proper Citation

DisProt - Database of Protein Disorder (RRID:SCR_007097)

Resource Information

URL: http://www.disprot.org/

Proper Citation: DisProt - Database of Protein Disorder (RRID:SCR_007097)

Description: The Database of Protein Disorder (DisProt) is a curated database that
provides information about proteins that lack fixed 3D structure in their putatively native
states, either in their entirety or in part. Users can BLAST sequences, browse by protein
name, or view by protein function and functional subclass.

Synonyms: DisProt

Resource Type: database, data or information resource

Keywords: protein, protein structure, bio.tools, FASEB list

Resource Name: DisProt - Database of Protein Disorder

Resource ID: SCR_007097

Alternate IDs: nif-0000-02754, r3d100010561, biotools:disprot

Alternate URLSs: https://bio.tools/disprot, https://doi.org/10.17616/R3NG75
Old URLSs: http://divac.ist.temple.edu/disprot

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260808T190401+0000

Ratings and Alerts

No rating or validation information has been found for DisProt - Database of Protein
Disorder.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_007097/resolver
http://www.disprot.org/

No alerts have been found for DisProt - Database of Protein Disorder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 223 mentions in open access literature.

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