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Proper Citation

YLoc (RRID:SCR_002464)

Resource Information

URL.: http://abi.inf.uni-tuebingen.de/Services/YLoc/webloc.cqi

Proper Citation: YLoc (RRID:SCR_002464)

Description: An interpretable web server for predicting subcellular localization. In addition to
the predicted location, YLoc gives a reasoning why this prediction was made and which
biological properties of the protein sequence lead to this prediction. Moreover, a confidence
estimate helps users to rate predictions as trustworthy. YLoc+ is able to predict the location
of multiple-targeted proteins with high accuracy. The YLoc webserver is also accessible via
SOAP.

Abbreviations: YLoc
Synonyms: Yloc - Interpretable Subcellular Localization Prediction

Resource Type: analysis service resource, software resource, production service resource,
data access protocol, data analysis service, service resource, web service

Defining Citation: PMID:20507917, PMID:20299325

Keywords: subcellular localization, protein
Funding:

Availability: Acknowledgement requested
Resource Name: YLoc

Resource ID: SCR_002464



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_002464/resolver
http://abi.inf.uni-tuebingen.de/Services/YLoc/webloc.cgi
https://pubmed.ncbi.nlm.nih.gov/20507917
https://pubmed.ncbi.nlm.nih.gov/20299325

Alternate IDs: OMICS 01638
Record Creation Time: 20220129T080213+0000

Record Last Update: 20250422T055028+0000

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

No alerts have been found for YLoc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 35 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Synthesis in Microalgae. International journal of molecular sciences, 22(21).

Huangfu Y, et al. (2021) Genome-wide identification of PTI1 family in Setaria italica and
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MRNA Degradation Initiation Enzyme PARN in Arabidopsis. Plants (Basel, Switzerland),
8(10).

Li S, et al. (2019) Heat-Responsive Proteomics of a Heat-Sensitive Spinach Variety.
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