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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 resource, software toolkit

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

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

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/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: 20260725T191110+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 SPARC SAWG .
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1635810.
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host cell attachment and membrane fusion interacting with West Nile Virus envelope
glycoprotein. PloS one, 20(4), e0321902.

Tamta AK, et al. (2025) SIRT2 attenuates stress-induced skeletal muscle atrophy by
inhibiting glucocorticoid receptor signalling. bioRxiv : the preprint server for biology.
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computational quest for cancer treatment. PloS one, 20(12), e0339474.
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engineering & biotechnology, 23(4), 100618.

Guir?? R, et al. (2025) The inhibitory activities of two compounds from Securidaca
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Islam KMT, et al. (2025) In silico approaches unveil the mechanism of action of Eclipta
prostrata against acute myeloid leukemia. Scientific reports, 15(1), 33267.
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Domain Across Wild-Type and Recent Variants: A Comparative Study. Proteins, 93(11),
1891.

Islam MT, et al. (2025) In silico screening of naturally derived dietary compounds as
potential butyrylcholinesterase inhibitors for Alzheimer's disease treatment. Scientific
reports, 15(1), 17134.

Perkins-Jechow BH, et al. (2025) Challenging AlphaFold in predicting proteins with large-
scale allosteric transitions. Communications chemistry, 8(1), 378.

Gao B, et al. (2025) Molecular dynamics simulations reveal key roles of the LIF receptor in
the assembly of human LIF signaling complex. Computational and structural
biotechnology journal, 27, 585.

Bakshani CR, et al. (2025) Carbohydrate-active enzymes from Akkermansia muciniphila
break down mucin O-glycans to completion. Nature microbiology, 10(2), 585.
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against Zika virus RNA-dependent RNA polymerase: a computational study. Scientific
reports, 15(1), 4060.
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