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Proper Citation

CELLO (RRID:SCR_011968)

Resource Information

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

Proper Citation: CELLO (RRID:SCR_011968)

Description: A subCELlular LOcalization predictor based on a multi-class support vector
machine (SVM) classification system. CELLO uses 4 types of sequence coding schemes:
the amino acid composition, the di-peptide composition, the partitioned amino acid
composition and the sequence composition based on the physico-chemical properties of
amino acids. They combine votes from these classifiers and use the jury votes to
determine the final assignment.

Abbreviations: CELLO

Synonyms: CELLO: subCELlular LOcalization predictor

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

Defining Citation: PMID:15096640

Keywords: dna, protein, proteomic, genomic

Availability: Acknowledgement requested

Resource Name: CELLO

Resource ID: SCR_011968

Alternate IDs: OMICS_01618

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260808T190428+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_011968/resolver
http://cello.life.nctu.edu.tw/
https://pubmed.ncbi.nlm.nih.gov/15096640


No rating or validation information has been found for CELLO.

No alerts have been found for CELLO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1271 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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21(1), 20251337.

Yang Y, et al. (2026) Integrated multi-omics analysis suggests the involvement of PI3K-
Akt/p21 signaling in the anti-colorectal cancer effects of Diaphragma Juglandis Fructus
extract. Frontiers in pharmacology, 17, 1833123.
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Family Under Drought and Salinity. Biology, 15(12).
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141.
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