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Proper Citation

ngLOC (RRID:SCR_003150)

Resource Information

URL.: http://genome.unmc.edu/ngLOC/index.html

Proper Citation: ngLOC (RRID:SCR_003150)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on January 5,
2023.An n-gram-based Bayesian classifier that predicts subcellular localization of proteins
both in prokaryotes and eukaryotes. The downloadable version of this software with source
code is freely available for academic use under the GNU General Public License.

Abbreviations: ngLOC
Synonyms: ngLOC - A Bayesian method for predicting protein subcellular localization

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

Defining Citation: PMID:22780965, PMID:17472741

Keywords: subcellular localization, protein, eukaryote, prokaryote, bio.tools
Funding:

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: ngLOC

Resource ID: SCR_003150

Alternate IDs: OMICS 01629, biotools:ngloc



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_003150/resolver
http://genome.unmc.edu/ngLOC/index.html
https://pubmed.ncbi.nlm.nih.gov/22780965
https://pubmed.ncbi.nlm.nih.gov/17472741

Alternate URLSs: https://bio.tools/ngloc
Record Creation Time: 20220129T080217+0000

Record Last Update: 20250423T060114+0000

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

No alerts have been found for ngLOC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Suo J, et al. (2020) Na2CO3-responsive Photosynthetic and ROS Scavenging Mechanisms
in Chloroplasts of Alkaligrass Revealed by Phosphoproteomics. Genomics, proteomics &
bioinformatics, 18(3), 271.
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molecular sciences, 21(9).
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revealed by physiological and proteomic analyses. Proteome science, 15, 9.
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