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Proper Citation

Buccaneer (RRID:SCR_014221)

Resource Information

URL: http://www.ccp4.ac.uk/html/cbuccaneer.html

Proper Citation: Buccaneer (RRID:SCR_014221)

Description: Software which performs statistical chain tracing by identifying connected
alpha-carbon positions using a likelihood-based density target. The target distributions are
generated by a simulation calculation using a known reference structure for which
calculated phases are available. The success of the method is dependent on the features
of the reference structure matching those of the unsolved work structure. For almost all
cases, a single reference structure can be used, with modifications automatically applied
to the reference structure to match its features to the work structure.

Synonyms: buccaneer - Statistical protein chain tracing

Resource Type: data processing software, sequence analysis software, data analysis
software, software resource, software application

Defining Citation: PMID:16929101

Keywords: statistical chain tracing, alpha carbon position, sequence analysis software,
bio.tools

Resource Name: Buccaneer

Resource ID: SCR_014221

Alternate IDs: biotools:buccaneer

Alternate URLs: https://bio.tools/buccaneer

Record Creation Time: 20220129T080319+0000

Record Last Update: 20260731T042905+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_014221/resolver
http://www.ccp4.ac.uk/html/cbuccaneer.html
https://pubmed.ncbi.nlm.nih.gov/16929101


No rating or validation information has been found for Buccaneer.

No alerts have been found for Buccaneer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 332 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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and specificity factor for BREX phage defence. Nature communications, 15(1), 7236.
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