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Euk-mPLoc

RRID:SCR_011971
Type: Tool

Proper Citation

Euk-mPLoc (RRID:SCR_011971)

Resource Information

URL: http://www.csbio.sjtu.edu.cn/bioinf/euk-multi-2/

Proper Citation: Euk-mPLoc (RRID:SCR_011971)

Description: Data analysis service for predicting subcellular localization of eukaryotic
proteins including those with multiple sites. Euk-mPLoc covers 22 eukaryotic subcellular
locations.

Abbreviations: Euk-mPLoc

Synonyms: Euk-mPLoc 2.0: Predicting subcellular localization of eukaryotic proteins
including those with multiple sites

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

Defining Citation: PMID:17397210

Keywords: subcellular location

Availability: Acknowledgement requested
Resource Name: Euk-mPLoc

Resource ID: SCR_011971

Alternate IDs: OMICS 01621

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260805T044253+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_011971/resolver
http://www.csbio.sjtu.edu.cn/bioinf/euk-multi-2/
https://pubmed.ncbi.nlm.nih.gov/17397210

No rating or validation information has been found for Euk-mPLoc.

No alerts have been found for Euk-mPLoc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 75 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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Ouali R, et al. (2024) Trypanosoma cruzi reprograms mitochondrial metabolism within the
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Parasites & vectors, 17(1), 381.

Zhang S, et al. (2024) Genome-wide identification and characterization of pectin
methylesterase inhibitor gene family members related to abiotic stresses in watermelon.
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