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Type: Tool

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 application, software resource, data processing software

Defining Citation: PMID:24288368

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

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: RDPipeline

Resource ID: SCR_001192

Alternate IDs: OMICS_02158

Record Creation Time: 20220129T080206+0000

Record Last Update: 20260727T040255+0000

Ratings and Alerts

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


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 nidm-terms .
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