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Proper Citation

maSPAdes (RRID:SCR_016992)

Resource Information

URL.: http://cab.spbu.ru/software/rnaspades/

Proper Citation: rnaSPAdes (RRID:SCR_016992)

Description: Software tool for assembling transcripts from RNA-Seq data. Explores
surprising computational parallels between assembly of transcriptomes and single cell
genomes. Suitable for all kind of organisms. Part of SPAdes package since version 3.9.

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

Defining Citation: DOI:10.1101/420208

Keywords: assembling, transcript, RNA-Seq, data, single, cell, genome, analysis, sequence,
bio.tools

Funding: Russian Science Foundation 14-50-00069
Availability: Free, Available for download, Freely available
Resource Name: rnaSPAdes

Resource ID: SCR_016992

Alternate IDs: biotools:rnaSPAdes_autogenerated
Alternate URLSs: https://bio.tools/rnaSPAdes_autogenerated

Record Creation Time: 20220129T080333+0000
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Ratings and Alerts
No rating or validation information has been found for rnaSPAdes.

No alerts have been found for rnaSPAdes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 47 mentions in open access literature.
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