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Proper Citation

DEXSeq (RRID:SCR_012823)

Resource Information

URL.: http://bioconductor.org/packages/release/bioc/html/DEXSeq.html

Proper Citation: DEXSeq (RRID:SCR_012823)

Description: Software package focused on finding differential exon usage using RNA-seq
exon counts between samples with different experimental designs. It provides functions that
allows the user to make the necessary statistical tests based on a model that uses the
negative binomial distribution to estimate the variance between biological replicates and
generalized linear models for testing. The package also provides functions for the
visualization and exploration of the results.

Abbreviations: DEXSeq

Resource Type: software resource

Keywords: bio.tools

Funding:

Resource Name: DEXSeq

Resource ID: SCR_012823

Alternate IDs: OMICS_ 01329, biotools:dexseq
Alternate URLSs: https://bio.tools/dexseq

Record Creation Time: 20220129T080312+0000

Record Last Update: 20250420T014620+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_012823/resolver
http://bioconductor.org/packages/release/bioc/html/DEXSeq.html

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

No alerts have been found for DEXSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 464 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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