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Proper Citation

BioJava Project (RRID:SCR_007180)

Resource Information

URL: http://www.biojava.org

Proper Citation: BioJava Project (RRID:SCR_007180)

Description: Project dedicated to providing Java framework for processing biological
data. It provides analytical and statistical routines, parsers for common file formats and
allows the manipulation of sequences and 3D structures. The goal of the biojava project is
to facilitate rapid application development for bioinformatics. Sponsor: BioJava is not
formally funded by any grants. Through the OBF they have received sponsorship from
Sun Microsystems, Apple Computers and NESCent. The initial development of the
phylogenetics module was undertaken as a Google Summer of Code 2007 project in
collaboration with NESCent.

Abbreviations: BioJava

Synonyms: The BioJava Project, BioJava Project

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

Keywords: biojava, framework, biological, data, analytical, statistical, file, manipulation,
3d structure, application, bioinformatics

Resource Name: BioJava Project

Resource ID: SCR_007180

Alternate IDs: OMICS_04848, nif-0000-30181

Alternate URLs: https://sources.debian.org/src/libbiojava4-java/

Record Creation Time: 20220129T080240+0000

Record Last Update: 20260727T040423+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_007180/resolver
http://www.biojava.org


No rating or validation information has been found for BioJava Project.

No alerts have been found for BioJava Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 85 mentions in open access literature.

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