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Proper Citation

Greengenes (RRID:SCR_002830)

Resource Information

URL: http://greengenes.secondgenome.com/downloads

Proper Citation: Greengenes (RRID:SCR_002830)

Description: Database that provides access to the current and comprehensive 16S rRNA
gene sequence alignment for browsing, blasting, probing, and downloading. The data and
tools can assist the researcher in choosing phylogenetically specific probes, interpreting
microarray results, and aligning/annotating novel sequences. The 16S rRNA gene
database provides chimera screening, standard alignment, and taxonomic classification
using multiple published taxonomies. ARB users can use Greengenes to update local
databases., THIS RESOURCE IS NO LONGER IN SERVICE. Documented on September
16,2025.

Resource Type: data or information resource, database

Defining Citation: PMID:16820507

Keywords: microbiome, rrna, 16s rrna, gene, dna, rna, chimera, alignment, taxonomic
classification, taxonomy, FASEB list

Funding: Department of Energy contract DE-AC02-05CH11231
Availability: Free, Freely available

Resource Name: Greengenes

Resource ID: SCR_002830

Alternate IDs: OMICS_01512, r3d100010549, nif-0000-02927

Alternate URLSs: http://greengenes.Ibl.gov, https://doi.org/10.17616/R36C8G

License: Creative Commons Attribution-ShareAlike License v3 Unported
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https://dknet.org/data/record/nlx_144509-1/SCR_002830/resolver
http://greengenes.secondgenome.com/downloads
https://pubmed.ncbi.nlm.nih.gov/16820507

Record Creation Time: 20220129T080215+0000

Record Last Update: 20260804T043209+0000

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

No alerts have been found for Greengenes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 3125 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Liu GH, et al. (2025) Impact of rhizosphere quantitative microbiome and soil properties on
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Microbiology spectrum, 13(8), e0017825.
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human upper respiratory tract microbiome: a systematic review. Respiratory research,
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Haldar K, et al. (2025) Effect of benralizumab treatment on the airway microbiome in
COPD. ERJ open research, 11(2).

Wang Z, et al. (2025) Characterization of gut microbiota and metabolites in renal
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Journal of translational medicine, 23(1), 420.
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