Stepwise Classification of Cancer Samples Using
the Clinical and the Molecular Data

Askar Wubulikasimu®, Gerrit Meijerz, Mark van de Wiell3

IDepartment of Epidemiology and Biostatistics, VU University Medical Center
2Department of Pathology, VU University Medical Center
3Department of Mathematics, VU University
Amsterdam, The Netherlands

September 2, 2010

This research is supported by the Center for Translational Molecular Medicine
(CTMM).



The gain by the stepwise approach

Define the bad neighborhood
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Step 1: classification with the clinical data
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Step 2: reclassification with the genomic data
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