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Abstract: 
High-dimensional modeling of genomic data can provide insights into subtypes of diseases, identify biomarkers that are poten-
tial candidates for therapeutic development, and reveal mechanistic hypotheses of genomic regulation.
	 In this talk, we will present an integrative and comparative network model for different types of cancer, focusing on the 
statistical tuning and validation of such models.  We propose a new method, based on the statistical concept of data depth, geared 
at producing robustly estimated network components and to enable testing and comparisons of network components between 
disease subtypes or against pathway data bases. 
	 Finally, we give a brief outline of our current research program into multi-layer/multi-resolution network modeling. 
This framework allows us to identify disease-driving components from sub-type specific network components. These net-
work-derived biomarkers have been shown to correlate with clinical variables such as patient survival.
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