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Proper Citation

DiANNA (RRID:SCR_018529)

Resource Information

URL: http://clavius.bc.edu/~clotelab/DiANNA/

Proper Citation: DiANNA (RRID:SCR_018529)

Description: Neural network and web server, which determines cysteine oxidation state
and disulfide connectivity of protein, given only its amino acid sequence. Used to predict
disulfide connectivity topology. Predicts which half-cystines are covalently bound to which
other half-cystines. DiANNA 1.1 is extension of DiANNA web server for ternary cysteine
classification.

Synonyms: DiANNA 1.1

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

Defining Citation: PMID:16844987, PMID:15980459

Keywords: Ternary cysteine classification, cysteine oxidation, disulfide protein
connectivity, amino acid sequence, predict disulfide connectivity, connectivity topology,
cysteine covalent bound,

Funding: NSF DBI 0543506;
Boston College

Availability: Free, Freely available

Resource Name: DiANNA

Resource ID: SCR_018529

Alternate URLs: http://bioinformatics.bc.edu/clotelab/DiANNA/

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260805T044421+0000
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Ratings and Alerts

No rating or validation information has been found for DiANNA.

No alerts have been found for DiANNA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 47 mentions in open access literature.

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