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Proper Citation

PredictNLS (RRID:SCR_003133)

Resource Information

URL: https://rostlab.org/owiki/index.php/PredictNLS

Proper Citation: PredictNLS (RRID:SCR_003133)

Description: Software automated tool for analysis and determination of Nuclear
Localization Signals (NLS). Predicts that your protein is nuclear or finds out whether your
potential NLS is found in our database. The program also compiles statistics on the
number of nuclear/non-nuclear proteins in which your potential NLS is found. Finally,
proteins with similar NLS motifs are reported, and the experimental paper describing the
particular NLS are given.

Abbreviations: PredictNLS
Synonyms: Prediction and Analysis of Nuclear Localization Signals

Resource Type: service resource, data analysis service, software resource, production
service resource, analysis service resource

Defining Citation: DOI:10.1093/embo-reports/kvd092

Keywords: bio.tools, nuclear localization signal, protein, protein sequence
Availability: Free, Available for download, Freely available

Resource Name: PredictNLS

Resource ID: SCR_003133

Alternate IDs: nif-0000-31416, OMICS_01633, SCR_008553, biotools:predictnls

Alternate URLSs: https://www.rdocumentation.org/packages/propagate/versions/1.0-
4/topics/predictNLS

Record Creation Time: 20220129T080217+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_003133/resolver
https://rostlab.org/owiki/index.php/PredictNLS
https://dx.doi.org/10.1093/embo-reports/kvd092

Record Last Update: 20260729T044036+0000

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

No alerts have been found for PredictNLS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 30 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Chen K, et al. (2020) Overexpression of GmUBC9 Gene Enhances Plant Drought
Resistance and Affects Flowering Time via Histone H2B Monoubiquitination. Frontiers in
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