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Resource Information

URL.: http://www.csbio.sjtu.edu.cn/bioinf/Cell-PLoc/

Proper Citation: Cell-PLoc (RRID:SCR_011966)

Description: A package of web-servers for predicting subcellular localization of proteins in
different organisms.

Abbreviations: Cell-PLoc

Synonyms: Cell-PLoc: A package of web-servers for predicting subcellular localization of
proteins in different organisms

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

Defining Citation: PMID:18274516

Keywords: subcellular localization, protein, gram-negative protein, gram-positive protein,
virus

Funding:

Resource Name: Cell-PLoc
Resource ID: SCR_011966
Alternate IDs: OMICS 01617
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Ratings and Alerts
No rating or validation information has been found for Cell-PLoc.

No alerts have been found for Cell-PLoc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 167 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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