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bio3d

RRID:SCR_024266
Type: Tool

Proper Citation

bio3d (RRID:SCR_024266)

Resource Information

URL.: https://cran.r-project.org/web/packages/bio3d/index.html

Proper Citation: bio3d (RRID:SCR_024266)

Description: Softwar R package for comparative analysis of protein structures. Used to
process, organize and explore protein structure, sequence and dynamics data. Used to
read and write structure, sequence and dynamic trajectory data, perform sequence and
structure database searches, data summaries, atom selection, alignment, superposition,
rigid core identification, clustering, torsion analysis, distance matrix analysis, structure and
sequence conservation analysis, normal mode analysis, principal component analysis of
heterogeneous structure data, and correlation network analysis from normal mode and
molecular dynamics data. Enables statistical and graphical power of R environment to
work with biological sequence and structural data.

Synonyms: r-cran-bio3d, bio3d: Biological Structure Analysis
Resource Type: software toolkit, software resource

Defining Citation: PMID:16940322

Keywords: comparative analysis of protein structures, process protein structure, organize
and explore protein structure, sequence and dynamics data,

Availability: Free, Available for download, Freely available,
Resource Name: bio3d

Resource ID: SCR_024266

Alternate IDs: OMICS 12577

Alternate URLSs: https://sources.debian.org/src/r-cran-bio3d/

License: GPL-2 | GPL-3 [expanded from: GPL (? 2)]



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_024266/resolver
https://cran.r-project.org/web/packages/bio3d/index.html
https://pubmed.ncbi.nlm.nih.gov/16940322

Record Creation Time: 20230830T050217+0000

Record Last Update: 20260729T044604+0000

Ratings and Alerts
No rating or validation information has been found for bio3d.

No alerts have been found for bio3d.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 311 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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