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Here are the step-by-step details of our simulation procedure:
Step 1: Use the PennCNV-Affy package to transform the CEL files to the intensity summary of A and B alleles.
Step 2: Choose two people at random from the 43 CEU males to generate a diploid from their X chromosomes. This step was realized by adding up their A and B intensity separately to create a new summary file.  There are in total 90 samples generated in the simulation set.
Step 3: Derive the model files, confidence files and genotype files from the summary files in Step 2 by the Birdseed algorithm. Birdseed will also provide a summary file for the A and B allele intensity.
Step 4: Use the PennCNV-Affy package again to transform the A and B allele intensities to LRR and BAF.

