
.CEL files

Raw probe 
intensities

Genotype 
calls

Intensity extraction & normalization

Raw copy number 
for each marker

Candidate gain/loss 
regions

Final class 
assignments 
for all markers

Fine tuning of region boundaries and 

false positive elimination using objective function 

optimization with simulated annealing

Smoothed copy 
number signal

Low-pass filtering

Rescaling & raw copy number via linear regression

Identification of candidate CNV regions via edge detection


