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Proper Citation

RDPipeline (RRID:SCR_001192)

Resource Information

URL: http://pyro.cme.msu.edu/

Proper Citation: RDPipeline (RRID:SCR_001192)

Description: Software to simplify the processing of large rRNA sequence libraries (including 
single-strand and paired-end reads) obtained through high-throughput sequencing 
technology. Tools for assembly, quality filtering, taxonomy based analysis and taxonomy 
independent analysis tools, and tools to convert the data to formats suitable for common 
ecological and statistical packages are available. For extremely large datasets, command 
line tools are available.

Abbreviations: RDPipeline

Synonyms: RDP Pipeline, RDP Amplicon Sequence Pipeline

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

Defining Citation: PMID:24288368

Keywords: amplicon sequencing, high-throughput sequencing, rrna, assembly, quality 
filtering, taxonomy, analysis, FASEB list

Funding:

Availability: Acknowledgement requested, Creative Commons Attribution-ShareAlike 
License, v3 Unported

Resource Name: RDPipeline

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_001192/resolver
http://pyro.cme.msu.edu/
https://pubmed.ncbi.nlm.nih.gov/24288368


Resource ID: SCR_001192

Alternate IDs: OMICS_02158

Record Creation Time: 20220129T080206+0000

Record Last Update: 20250519T204453+0000

Ratings and Alerts

No rating or validation information has been found for RDPipeline.

No alerts have been found for RDPipeline.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 39 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Communities in Subtropical Low Mountain Forest Soils. Frontiers in microbiology, 9, 1968.

Zhang J, et al. (2017) Characteristics of fecal microbial communities in patients with non-
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Maize (Zea mays L.) as Assessed by Pyrosequencing. Frontiers in plant science, 7, 1016.
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2016, 4320412.
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Kim YJ, et al. (2016) Mucosal and salivary microbiota associated with recurrent aphthous 
stomatitis. BMC microbiology, 16 Suppl 1, 57.

Jung WY, et al. (2016) Functional Characterization of Bacterial Communities Responsible for 
Fermentation of Doenjang: A Traditional Korean Fermented Soybean Paste. Frontiers in 
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Kwon MJ, et al. (2016) Impact of Organic Carbon Electron Donors on Microbial Community 
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