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Proper Citation

DEDS (RRID:SCR_001339)

Resource Information

URL.: http://www.bioconductor.org/packages/release/bioc/htmI/DEDS.html

Proper Citation: DEDS (RRID:SCR_001339)

Description: Software library that contains functions that calculate various statistics of
differential expression for microarray data, including t statistics, fold change, F statistics,
SAM, moderated t and F statistics and B statistics. It also implements methodology
(Differential Expression via Distance Summary) which selects differentially expressed genes
by integrating and summarizing a set of statistics using a weighted distance approach.

Abbreviations: DEDS

Synonyms: Differential Expression via Distance Summary, Differential Expression via
Distance Summary for Microarray Data

Resource Type: software resource

Keywords: differential expression, microarray
Funding:

Availability: GNU Lesser General Public License
Resource Name: DEDS

Resource ID: SCR_001339

Alternate IDs: OMICS 02002
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Record Creation Time: 20220129T080207+0000

Record Last Update: 20250410T064704+0000

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

No alerts have been found for DEDS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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journal of environmental research and public health, 17(17).
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Poh SE, et al. (2020) Identification of Malassezia furfur Secreted Aspartyl Protease 1



https://scicrunch.org/scicrunch/about/sources/nlx_144509-1
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_001339/resolver/mentions

(MfSAP1) and Its Role in Extracellular Matrix Degradation. Frontiers in cellular and infection
microbiology, 10, 148.

Chen M, et al. (2018) VIPER: variability-preserving imputation for accurate gene expression
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