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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, production service resource, analysis 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: 20260807T042751+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/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 95 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Xiong X, et al. (2026) Combined Transcriptomic and Metabolomic Analyses of Low-
Temperature Adaptation in Bursaphelenchus xylophilus. International journal of molecular
sciences, 27(3).
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C2H2-Type Zinc Finger Protein Family Under Abiotic Stresses in Watermelon. Genes,
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Functions in Anthocyanin Biosynthesis During Fruit Development. International journal of
molecular sciences, 27(12).
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sciences, 26(6).
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stem development. Frontiers in plant science, 16, 1547677.
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Obuobi A, et al. (2025) Unveiling the Plasmodium inositol (pyro)phosphate pathway:
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PloS one, 20(12), e0338411.
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research, 21(1), 517.
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gene family in Medicago sativa. Frontiers in plant science, 16, 1712214,
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Switzerland), 14(13).
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Fish and Its Potential Roles During Sex Change in Blackhead Seabream. Biomolecules,
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