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Abstract: DNA microarray becomes a major tool for the
investigation of global gene expression in all aspects of
cancer and biomedical research. DNA  microarray
experiment generates enormous amounts of data and they
are meaningful only in the context of a detailed description
of microarrays, biomaterials, and conditions under which
they were generated. MicroArray Gene Expression Data
(MGED) society has established microarray standard for
structured management of these diverse and large amount
data. MGED MAGE-OM (MicroArray Gene Expression
Object Model) is an object oriented data model, which
attempts to define standard objects for gene expression. To
assess the relevance of DNA microarray analysis of cancer

research it is required to combine clinical and genomics data.

MAGE-OM, however, does not have an appropriate
structure to describe clinical information of cancer. For
systematic integration of gene expression and clinical data,
we create a new model, Cancer Genomics Object Model.
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Figure 1. The growth in publication in cancer research using microarray.
Searches were performed at PubMed using search string "Toxicology
and Microarray and Gene" (green bar), "Cancer and Microarray and
Gene" (pink bar) and "Microarray and Gene" (blue bar).
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Figure 2. Architecture of Cancer Genomics Object Model
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Figure 3. The relationship of Cancer Genomics Object Model packages

4,2 A general workflow of clinical examination in
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4.4 Clinical Information Packages
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Figure 5. A classdiagram of MedicalExamination
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Figure 6. A classdiagram of Specimen
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Figure 8. A classdiagram of DecisionTest package
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Figure 9. A Classdiagram of Therapy package
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Figure 10. A classdiagram of FollwUp package
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