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Detailed description of the quadratic normalization of the fluorophore signal intensity levels. 
1.) Calculate x: the log10 of the total signal from channel X and Y on genomic DNA. 
x = log10(Y.raw.signal.gDNA + X.raw.signal.gDNA)
2.) Calculate y: the allele fraction of the genomic DNA
y = Y.raw.signal.gDNA / (Y.raw.signal.gDNA + X.raw.signal.gDNA)
3.) x is binned in bins of size 0.15 and the median of x and y are calculated per bin. This is then used in a regression:
y.median ~ 1 + x.median + x.median2
4.) From the regression we predict the allele fraction of genomic DNA and cDNA on the log10 of the total intensities:
y.predicted.gDNA on log10(Y.raw.signal.gDNA + X.raw.signal.gDNA) 
and
y.predicted.cDNA on log10(Y.raw.signal.cDNA + X.raw.signal.cDNA)
5.) The quadratic normalised allele fractions for genomic DNA and cDNA can now be calculated:
((Y.raw.signal.gDNA / (Y.raw.signal.gDNA + X.raw.signal.gDNA)) - y.predicted.gDNA) + 0.5
and
((Y.raw.signal.cDNA / (Y.raw.signal.cDNA + X.raw.signal.cDNA)) - y.predicted.cDNA) + 0.5
6.) The difference between the normalised allele fractions is then used to calculate the ASE value.

