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BioConda

RRID:SCR_018316
Type: Tool

Proper Citation

BioConda (RRID:SCR_018316)

Resource Information

URL.: https://bioconda.github.io/

Proper Citation: BioConda (RRID:SCR_018316)

Description: Software distribution management for life sciences. Channel for Conda
package manager specializing in bioinformatics software. Consists of repository of recipes
hosted on GitHub, build system turning these recipes into conda packages, repository of
packages containing bioinformatics packages ready to use with conda install.

Synonyms: Bioconda
Resource Type: software resource, software application

Defining Citation: PMID:29967506

Keywords: Software distribution management, bioinformatic software, package
repository, GitHub, conda, bio.tools

Funding: Intramural Program of the National Institute of Diabetes and Digestive and
Kidney Diseases ;

Netherlands Organisation for Scientific Research ;

German Research Foundation ;

NYU Abu Dhabi Research Institute

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

Resource ID: SCR_018316

Alternate IDs: biotools:bioconda

Alternate URLSs: https://bio.tools/bioconda
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Record Creation Time: 20220129T080339+0000

Record Last Update: 20260731T043021+0000

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

No alerts have been found for BioConda.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 66 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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mechanical EI-MS prediction. GigaByte (Hong Kong, China), 2025, gigabytel60.

Platt RN, et al. (2025) Efficient amplicon panels for evaluating hybridization and genetic
structure in the Schistosoma haematobium species group. bioRxiv : the preprint server for
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Genome research, 35(5), 1261.
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e0074525.
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6(1), 123.
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Genetic Diversity and Selective Processes in Tasmanian Devils. Molecular ecology,
34(24), e70188.

Bayarri G, et al. (2024) Using interactive Jupyter Notebooks and BioConda for FAIR and
reproducible biomolecular simulation workflows. PLoS computational biology, 20(6),
e1012173.

Dai C, et al. (2024) quantms: a cloud-based pipeline for quantitative proteomics enables
the reanalysis of public proteomics data. Nature methods, 21(9), 1603.
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gene expression in bacteria. Synthetic biology (Oxford, England), 9(1), ysae018.
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research software. Bioinformatics (Oxford, England), 40(8).
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Baker T, et al. (2024) Type | interferon blockade with anifrolumab in patients with systemic
lupus erythematosus modulates key immunopathological pathways in a gene expression
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1018.




