
Allele and Phenotype
Allele and phenotype data can be
   *used for comparative phenotype analyses
   *linked to human disease and syndrome information
   *placed in the larger biological context with the extensive
     body of biological and genomic information contained in MGI.

New strategies being developed for improving accessibility to phenotype data.

An ontology of phenotypic terms is being developed by MGD scientific curators.
This structured vocabulary currently consists of over 2700 defined terms.  The
Mammalian Phenotype (MP) ontology complements other MGI ontology resources
such as the Gene Ontology (GO) and the Anatomical Dictionary (AD).  The MP
ontology is available for browsing; look for future implementation including links
to annotated allele detail pages.
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Data Integrat ion

The Mouse Genome Informatics (MGI) system provides an integrated and curated resource about laboratory mouse.
It represents extensive experimental data sets and presents a consensus view concerning the biology of the laboratory
mouse. All data associations are supported with evidence and citations. From genotype to
phenotype, this information resource integrates information about sequences, maps, gene reports, expression analyses,
alleles, strains and mutant phenotypes. Comparative mammalian data is also presented in the form of comparative maps
and mammalian orthology relations.

MGI acquires data by direct data loads from other databases, data generators and from peer-reviewed published
literature. The indexing and nomenclature process ensures proper association of a publication with genes
and mutant phenotypes described therein and will ensures the use of official nomenclature. We co-curate data with
NCBI, SWISSPROT and other resources to ensure proper Sequence to Marker associations. Generation of quality
control reports ensure the consistency and quality of data represented in MGI.

MGI makes use of several controlled vocabularies as tools for grouping and querying the various datasets comprising
the database. The GO annotation system is used to describe a gene product in terms of the function it performs, the
process that the function is part of, and the cellular compartment or complex in which it is found. MGI curators review
the experimental data presented in peer-reviewed publications and assign GO terms based on the extracted information.
The Mammalian Phenotype Ontologies and Mouse Anatomical Dictionaries are incorporated in MGI.

The combined efforts at MGI provide community resource for researchers with information about official nomenclature,
mouse gene expression data, mouse tumor biology data, sequence, allele and phenotype, various reports through ftp
server etc. These concerted efforts result in the integration of mouse genome data with mouse biology.

MGI is supported by NHGRI grant HG-00330. The GO work at MGI is supported by NHGRI grant HG-02273

Mouse Genome Informatics Resource: A Mouse Functional Annotation Central
T.B.K. Reddy, Lois J. Maltais, Judith A. Blake, Carol J. Bult, James A. Kadin, Joel E. Richardson, Martin Ringwald,

Janan T. Eppig, and the Mouse Genome Informatics Staff
The Jackson Laboratory, Bar Harbor, Maine USA
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The mouse is an ideal model in which to study
gene expression. The gene expression experiments
in embryonic mice elucidate possible patterns
in other mammals.

Gene Expression

Gene Expression Notebook
The Gene Expression Notebook is a tool
that stores and organizes expression
information.
•  Designed for use as a lab notebook
•  Easy to use (implemented in Excel)
•  Can be customized by the user
•  Suitable for expression data from any
    organism
•  Allows for easy the submission of selected
   mouse data to GXD

www.informatics.jax.org
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