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Proper Citation

Wasserman Lab Online Software Tools (RRID:SCR_002892)

Resource Information

URL: http://www.cisreg.ca/

Proper Citation: Wasserman Lab Online Software Tools (RRID:SCR_002892)

Description: This portal leads to the numerous Wasserman Lab online software tools
available for use. The following are list of active Software tools available: - ConSite:
Transcription factor binding site detection using phylogenetic footprinting - doMTN:
Multiple Tissue Northern Blot Comparison Tool - Gene Set Builder: A tool for collation,
curation and distribution of sets of genes - The Gene Characterization Index: a
bioinformatics method for scoring the extent to which a protein-encoding gene is
functionally described - JASPAR: Transcription Factor Binding Profile Database - MSCAN:
Algorithm that detects clusters of transcription factor binding sites in genomic sequences -
NHRscan: A computational predictor of nuclear hormone receptor binding sites -
oPOSSUM: Web-based analysis of over-represented transcription factor binding sites -
ORCA: Transcription factor binding site detection using phylogenetic footprinting
(alternative to ConSite) - OrthoSeq: Alignment of DNA sequences - PAZAR: An open-
access system for the collection and dissemination of regulatory sequence annotation -
Phylofoot: Tools for phylogenetic footprinting - RAVEN: Regulatory analysis of Variation in
ENhancers - SAGE2Splice: A tool that uses unmapped SAGE tags to predict novel splice
junctions in the genome - TFBS: Perl modules for transcription factor binding site detection
and analysis - TFCat: TFCat is a catalog of mouse and human TFs based on a reliable
core collection of annotations obtained by expert review of the scientific literature. - TFe:
An online encyclopedic collection of well-studied transcription factor proteins in the human,
mouse, and rat genomes - Ulysses: Protein Interactions Conserved Across Evolution

Synonyms: Wasserman Software
Resource Type: software toolkit, software resource, software library
Keywords: lab, library, online, software, tool

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
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Ratings and Alerts

No rating or validation information has been found for Wasserman Lab Online Software
Tools.

No alerts have been found for Wasserman Lab Online Software Tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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