
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

Short Time-series Expression Miner (STEM)
RRID:SCR_005016
Type: Tool

Proper Citation

Short Time-series Expression Miner (STEM) (RRID:SCR_005016)

Resource Information

URL: http://www.cs.cmu.edu/~jernst/stem/

Proper Citation: Short Time-series Expression Miner (STEM) (RRID:SCR_005016)

Description: The Short Time-series Expression Miner (STEM) is a Java program for
clustering, comparing, and visualizing short time series gene expression data from
microarray experiments (~8 time points or fewer). STEM allows researchers to identify
significant temporal expression profiles and the genes associated with these profiles and
to compare the behavior of these genes across multiple conditions. STEM is fully
integrated with the Gene Ontology (GO) database supporting GO category gene
enrichment analyses for sets of genes having the same temporal expression pattern.
STEM also supports the ability to easily determine and visualize the behavior of genes
belonging to a given GO category or user defined gene set, identifying which temporal
expression profiles were enriched for these genes. (Note: While STEM is designed
primarily to analyze data from short time course experiments it can be used to analyze
data from any small set of experiments which can naturally be ordered sequentially
including dose response experiments.) Platform: Windows compatible, Mac OS X
compatible, Linux compatible, Unix compatible

Abbreviations: STEM

Synonyms: Short Time-series Expression Miner

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

Defining Citation: PMID:16597342, PMID:15961453

Keywords: statistical analysis, term enrichment, visualization, cluster, compare, short
time series, gene expression, microarray, expression profile, gene, gene ontology, gene
enrichment analyses, FASEB list

Funding: NIAID NO1 AI-5001;
NSF 0448453
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Availability: Open unspecified license - Free for academic use

Resource Name: Short Time-series Expression Miner (STEM)

Resource ID: SCR_005016

Alternate IDs: nlx_97053

Record Creation Time: 20220129T080227+0000

Record Last Update: 20260727T040350+0000

Ratings and Alerts

No rating or validation information has been found for Short Time-series Expression Miner
(STEM).

No alerts have been found for Short Time-series Expression Miner (STEM).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 81 mentions in open access literature.
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