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RRID:SCR_014542
Type: Tool

Proper Citation

MobiDB (RRID:SCR_014542)

Resource Information

URL: http://mobidb.bio.unipd.it

Proper Citation: MobiDB (RRID:SCR_014542)

Description: A database of protein disorder and mobility annotations. The database
features three levels of annotation: manually curated data (which are extracted from the
DisProt database), indirect data, and predicted data. Additional annotations are included
from external sources, including UniProt, Pfam, PDB, and STRING.

Resource Type: database, data or information resource

Keywords: database, protein disorder, mobility, annotation, intrinsic protein disorder,
bio.tools, FASEB list

Availability: Available to the research community
Resource Name: MobiDB

Resource ID: SCR_014542

Alternate IDs: biotools:mobidb

Alternate URLSs: https://bio.tools/mobidb

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260725T191208+0000

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

No alerts have been found for MobiDB.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_014542/resolver
http://mobidb.bio.unipd.it

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 130 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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https://scicrunch.org/nidm-terms/rin/sources/SCR_005400
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_014542/resolver/mentions

Schumbera E, et al. (2025) Computational investigation of the sequence context of
arginine/glycine-rich motifs in the human proteome. BMC genomics, 26(1), 883.

Kuno S, et al. (2025) Multivalent afadin interaction promotes IDR-mediated condensate
formation and junctional separation of epithelial cells. Cell reports, 44(3), 115335.

Garcia-Hernandez S, et al. (2025) Concerted transport and phosphorylation of
diacylglycerol at ER-PM contact sites regulate phospholipid dynamics during stress.
Proceedings of the National Academy of Sciences of the United States of America,
122(23), €2421334122.

Rajeevan A, et al. (2025) Aurora A regulates the material property of spindle poles to
orchestrate nuclear organization at mitotic exit. The EMBO journal.

Gavalda-Garcia J, et al. (2024) Data-driven probabilistic definition of the low energy
conformational states of protein residues. NAR genomics and bioinformatics, 6(3),
lgae082.

Petrin AL, et al. (2024) Whole genome sequencing of a family with autosomal dominant
features within the oculoauriculovertebral spectrum. medRxiv : the preprint server for
health sciences.

Yu X, et al. (2024) Time-course swRNA-seq uncovers a hierarchical gene regulatory
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