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Proper Citation

maSigPro (RRID:SCR_001349)

Resource Information

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

Proper Citation: maSigPro (RRID:SCR_001349)

Description: A regression based software package to find genes for which there are 
significant gene expression profile differences between experimental groups in time course 
microarray experiments.

Abbreviations: maSigPro

Synonyms: Significant Gene Expression Profile Differences in Time Course Microarray Data

Resource Type: software resource

Defining Citation: PMID:16481333

Keywords: differential expression, gene expression, time course, microarray

Funding:

Availability: GNU General Public License, v2 or newer

Resource Name: maSigPro

Resource ID: SCR_001349

Alternate IDs: OMICS_01990

Record Creation Time: 20220129T080207+0000

Record Last Update: 20250420T014027+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001349/resolver
http://www.bioconductor.org/packages/release/bioc/html/maSigPro.html
https://pubmed.ncbi.nlm.nih.gov/16481333


Ratings and Alerts

No rating or validation information has been found for maSigPro.

No alerts have been found for maSigPro.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 197 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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potato plants. BMC plant biology, 24(1), 677.
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Fang F, et al. (2024) Quantitative proteomics reveals the dynamic proteome landscape of 
zebrafish embryos during the maternal-to-zygotic transition. iScience, 27(6), 109944.
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reports, 14(1), 21330.
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