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Proper Citation

RSEM (RRID:SCR_000262)

Resource Information

URL.: http://deweylab.biostat.wisc.edu/rsem/

Proper Citation: RSEM (RRID:SCR_000262)

Description: Software package for quantifying gene and isoform abundances from single
end or paired end RNA Seq data. Accurate transcript quantification from RNA Seq data with
or without reference genome. Used for accurate quantification of gene and isoform
expression from RNA-Seq data.

Synonyms: RSEM, RNA-Seq by Expectation-Maximization, RSEM-v1.3.0

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

Defining Citation: PMID:21816040

Keywords: quantifying, gene, isoform, abundance, single, end, paired, RNA seq, data,
transcript, reference, genome, bio.tools

Funding:

Availability: Free, Available for download, Freely available

Resource Name: RSEM

Resource ID: SCR_000262

Alternate IDs: OMICS 01966, OMICS 01287, biotools:rsem, SCR_013027

Alternate URLSs: https://github.com/deweylab/RSEM,



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_000262/resolver
http://deweylab.biostat.wisc.edu/rsem/
https://pubmed.ncbi.nlm.nih.gov/21816040

https://github.com/deweylab/RSEM/releases, https://bio.tools/rsem,
https://sources.debian.org/src/rsem/

License: GNU GPL
License URLSs: http://www.gnu.org/copyleft/gpl.html
Record Creation Time: 20220129T080200+0000

Record Last Update: 20250506T060148+0000

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

No alerts have been found for RSEM.

Data and Source Information

Source: SciCrunch Registry

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

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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