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Resource Information

URL: http://cgap.nci.nih.gov/Chromosomes/Mitelman

Proper Citation: Mitelman Database of Chromosome Aberrations in Cancer
(RRID:SCR_012877)

Description: The web site includes genomic data for humans and mice, including
transcript sequence, gene expression patterns, single-nucleotide polymorphisms, clone
resources, and cytogenetic information. Descriptions of the methods and reagents used in
deriving the CGAP datasets are also provided. An extensive suite of informatics tools
facilitates queries and analysis of the CGAP data by the community. One of the newest
features of the CGAP web site is an electronic version of the Mitelman Database of
Chromosome Aberrations in Cancer. The data in the Mitelman Database is manually
culled from the literature and subsequently organized into three distinct sub-databases, as
follows: -The sub-database of cases contains the data that relates chromosomal
aberrations to specific tumor characteristics in individual patient cases. It can be searched
using either the Cases Quick Searcher or the Cases Full Searcher. -The sub-database of
molecular biology and clinical associations contains no data from individual patient cases.
Instead, the data is pulled from studies with distinct information about: -Molecular biology
associations that relate chromosomal aberrations and tumor histologies to genomic
sequence data, typically genes rearranged as a consequence of structural chromosome
changes. -Clinical associations that relate chromosomal aberrations and/or gene
rearrangements and tumor histologies to clinical variables, such as prognosis, tumor
grade, and patient characteristics. It can be searched using the Molecular Biology and
Clinical (MBC) Associations Searcher -The reference sub-database contains all the
references culled from the literature i.e., the sum of the references from the cases and the
molecular biology and clinical associations. It can be searched using the Reference
Searcher. CGAP has developed six web search tools to help you analyze the information
within the Mitelman Database: -The Cases Quick Searcher allows you to query the
individual patient cases using the four major fields: aberration, breakpoint, morphology,
and topography. -The Cases Full Searcher permits a more detailed search of the same
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individual patient cases as above, by including more cytogenetic field choices and adding
search fields for patient characteristics and references. -The Molecular Biology
Associations Searcher does not search any of the individual patient cases. It searches
studies pertaining to gene rearrangements as a consequence of cytogenetic aberrations. -
The Clinical Associations Searcher does not search any of the individual patient cases. It
searches studies pertaining to clinical associations of cytogenetic aberrations and/or gene
rearrangements. -The Recurrent Chromosome Aberrations Searcher provides a way to
search for structural and numerical abnormalities that are recurrent, i.e., present in two or
more cases with the same morphology and topography. -The Reference Searcher queries
only the references themselves, i.e., the references from the individual cases and the
molecular biology and clinical associations. Sponsors: This database is sponsored by the
University of Lund, Sweden and have support from the Swedish Cancer Society and the
Swedish Children''s Cancer Foundation
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Ratings and Alerts

No rating or validation information has been found for Mitelman Database of Chromosome
Aberrations in Cancer.

No alerts have been found for Mitelman Database of Chromosome Aberrations in Cancer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 114 mentions in open access literature.
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