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Apache Software Foundation

RRID:SCR_008588
Type: Tool

Proper Citation

Apache Software Foundation (RRID:SCR_008588)

Resource Information

URL: http://www.apache.org/

Proper Citation: Apache Software Foundation (RRID:SCR_008588)

Description: Provides support for the Apache community of open-source software
projects. The Apache projects are characterized by a collaborative, consensus based
development process, open and pragmatic software license, and a desire to create high
guality software that leads the way in its field.

Abbreviations: ASF

Synonyms: ApacheCon, The Apache Software Foundation, The Apache Software
Fundation

Resource Type: software resource

Keywords: open-source software projects, open and pragmatic software license,
Resource Name: Apache Software Foundation

Resource ID: SCR_008588

Alternate IDs: nif-0000-31892

Record Creation Time: 20220129T080248+0000

Record Last Update: 20260725T190651+0000

Ratings and Alerts
No rating or validation information has been found for Apache Software Foundation.

No alerts have been found for Apache Software Foundation.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 133 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Yang Z, et al. (2022) HPVMD-C: a disease-based mutation database of human
papillomavirus in China. Database : the journal of biological databases and curation, 2022.

Shang L, et al. (2022) A super pan-genomic landscape of rice. Cell research, 32(10), 878.

Qian Z, et al. (2022) EfGD: the Erianthus fulvus genome database. Database : the journal
of biological databases and curation, 2022.

Peng Z, et al. (2021) Development of an Online Tool for Pasteurella multocida Genotyping
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Wang F, et al. (2021) ATACdb: a comprehensive human chromatin accessibility database.
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