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Proper Citation

Mouse Gene Expression at the BC Cancer Agency (RRID:SCR_008091)

Resource Information

URL: http://www.mouseatlas.org/

Proper Citation: Mouse Gene Expression at the BC Cancer Agency (RRID:SCR_008091)

Description: A portal to the Mouse Atlas of Gene Expression Project and Dissecting
Gene Expression Networks in Mammalian Organogenesis Project. This Atlas will define
the normal state for many tissues by determining, in a comprehensive and quantitative
fashion, the number and identity of genes expressed throughout development. The
resource will be comprehensive, quantitative, and publicly accessible, containing data on
essentially all genes expressed throughout select stages of mouse development. Serial
Analysis of Gene Expression (SAGE) is the gene expression methodology of choice for
this work. Unlike expressed sequence tags (ESTs) and gene chip data, SAGE data are
independent of prior gene discovery and are quantitative. Furthermore, SAGE data are
digital, easily exchanged between laboratories for comparison and can be added to by
scientists for years to come. Thus, this Atlas will include a data structure and data curation
strategy that will facilitate the ongoing collection of gene expression data, even after the
completion of this project. The Mouse Atlas project compromises 202 SAGE Libraries from
198 tissues. The list of libraries is available in a number of different groupings, including
groups of libraries taken from specific tissue locations and libraries taken from specific
developmental stages. Furthermore, this atlas will assemble gene expression profiles for a
few focused experiments that will test hypotheses related to the techniques employed,
tumor models and models of abnormal development. This will test the resource and
provide quality control, validation and demonstrate applicability. Additionally, The
Mammalian Organogenesis - Regulation by Gene Expression Networks (MORGEN)
project will provide a complete, permanent, and accurate picture of mouse gene
expression in the heart (atrioventricular canal and outflow tract), pancreas, and liver; new
techniques to understand the interplay of proteins governing the expression of genes key
to the development of these organ systems; and the identification of the master regulatory
switches that control development of the tissues.

Abbreviations: Mouse Gene Expression at the BC Cancer Agency
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Ratings and Alerts

No rating or validation information has been found for Mouse Gene Expression at the BC
Cancer Agency.

No alerts have been found for Mouse Gene Expression at the BC Cancer Agency.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 15 mentions in open access literature.
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