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Proper Citation

Cello2Go (RRID:SCR_019042)

Resource Information

URL: http://cello.life.nctu.edu.tw/cello2go/

Proper Citation: Cello2Go (RRID:SCR_019042)

Description: Web server for protein subcellular localization prediction with functional gene 
ontology annotation. Web based system for screening various properties of targeted protein 
and its subcellular localization.

Synonyms: subCELlular LOcalization prediction with functional Gene Ontology annotation

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

Defining Citation: PMID:24911789

Keywords: Protein subcellular localization, localization prediction, functional gene ontology 
annotation, targeted protein properties screening

Funding: National Science Council of Taiwan ;
National Chiao Tung University and Ministry of Education of Taiwan ;
China Medical University of Taiwan

Availability: Free, Freely available

Resource Name: Cello2Go

Resource ID: SCR_019042

Record Creation Time: 20220129T080343+0000

Record Last Update: 20250508T065904+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_019042/resolver
http://cello.life.nctu.edu.tw/cello2go/
https://pubmed.ncbi.nlm.nih.gov/24911789


Ratings and Alerts

No rating or validation information has been found for Cello2Go.

No alerts have been found for Cello2Go.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 57 mentions in open access literature.

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

Basmenj ER, et al. (2025) Computational epitope-based vaccine design with bioinformatics 
approach; a review. Heliyon, 11(1), e41714.

Ahmad W, et al. (2024) Computational proteomics analysis of Taphrina deformans for the 
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Yoon J, et al. (2023) Quantitative Proteomic Analysis Deciphers the Molecular Mechanism 
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10(4), e0026222.
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Asian citrus psyllid, Diaphorina citri. Journal of proteomics, 261, 104580.
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19(17).
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