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Proper Citation

BaCelLo (RRID:SCR_011965)

Resource Information

URL.: http://gpcr.biocomp.unibo.it/bacello/

Proper Citation: BaCelLo (RRID:SCR_011965)

Description: A predictor for the subcellular localization of proteins in eukaryotes that is
based on a decision tree of several support vector machines (SVMs). It classifies up to four
localizations for Fungi and Metazoan proteins and five localizations for Plant ones. BaCellLo's
predictions are balanced among different classes and all the localizations are considered as
equiprobable.

Abbreviations: BaCelLo

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

Defining Citation: PMID:16873501

Keywords: protein, data set, proteome

Funding:

Resource Name: BaCelLo

Resource ID: SCR_011965

Alternate IDs: OMICS 01616

Record Creation Time: 20220129T080307+0000

Record Last Update: 20250521T061413+0000



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_011965/resolver
http://gpcr.biocomp.unibo.it/bacello/
https://pubmed.ncbi.nlm.nih.gov/16873501

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

No alerts have been found for BaCelLo.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 44 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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