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1. Motivations

O Preprocessing of DNA copy O Linear (or step-wise)

number data is complex
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2 General framework:

Goal: identifying the relationship
Use piecewise linear regression splines
Include biologically motivated constraints

assumption for DNA-mRNA



2. Application and results

O Application to colorectal cancer data (Carvalho et al, 2009)

Type of model | Number

Intercept 12868
3853

Piecewise 8225
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