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Description: An online database of curated cancer stem cell (CSC) experiments coupled to 
the Galaxy analytical framework. Driven by a need to improve our understanding of 
molecular processes that are common and unique across cancer stem cells (CSCs), the 
SCDE allows users to consistently describe, share and compare CSC data at the gene and 
pathway level. The initial focus has been on carefully curating tissue and cancer stem cell-
related experiments from blood, intestine and brain to create a high quality resource 
containing 53 public studies and 1098 assays. The experimental information is captured and 
stored in the multi-omics Investigation/Study/Assay (ISA-Tab) format and can be queried in 
the data repository. A linked Galaxy framework provides a comprehensive, flexible 
environment populated with novel tools for gene list comparisons against molecular 
signatures in GeneSigDB and MSigDB, curated experiments in the SCDE and pathways in 
WikiPathways. Investigation/Study/Assay (ISA) infrastructure is the first general-purpose 
format and freely available desktop software suite targeted to experimentalists, curators and 
developers and that: * assists in the reporting and local management of experimental 
metadata (i.e. sample characteristics, technology and measurement types, sample-to-data 
relationships) from studies employing one or a combination of technologies; * empowers 
users to uptake community-defined minimum information checklists and ontologies, where 
required; * formats studies for submission to a growing number of international public 
repositories endorsing the tools, currently ENA (genomics), PRIDE (proteomics) and 
ArrayExpress (transcriptomics). Galaxy allows you to do analyses you cannot do anywhere 
else without the need to install or download anything. You can analyze multiple alignments, 
compare genomic annotations, profile metagenomic samples and much much more. Best of 
all, Galaxy''''s history system provides a complete analyses record that can be shared. Every 
history is an analysis workflow, which can be used to reproduce the entire experiment. The 
code for this Galaxy instance is available for download from BitBucket.

Abbreviations: SCDE

Synonyms: Harvard Stem Cell Discovery Engine, SCDE - Stem Cell Discovery Engine

Resource Type: source code, service resource, production service resource, database, 
analysis service resource, data or information resource, software resource, storage service 
resource, data repository

Defining Citation: PMID:22121217

Keywords: stem cell, analysis, cancer stem cell, galaxy, gene, pathway, molecular 
signature, tissue, bio.tools, FASEB list

Related Condition: Cancer

Funding: NCI 1RC2CA148222-01

Availability: Free, The community can contribute to this resource

Resource Name: Stem Cell Discovery Engine

https://pubmed.ncbi.nlm.nih.gov/22121217


Resource ID: SCR_004453

Alternate IDs: biotools:scde_discovery, nlx_44656

Alternate URLs: https://bio.tools/scde_discovery

Record Creation Time: 20220129T080224+0000

Record Last Update: 20250517T055640+0000

Ratings and Alerts

No rating or validation information has been found for Stem Cell Discovery Engine.

No alerts have been found for Stem Cell Discovery Engine.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 57 mentions in open access literature.
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