
Consensus genotypes

Homozygous segment detection

Smoothed extAUC calculation

Peak detection

Maximize Extent Pr(X > Extent)

across peaks's ISLVs

Select segments with

length > Extentmin

Determine Freqhap max

 among selected segments

SNP positions
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 Determine  Extentmin  and  pmax
that maximize value of

 f(x) = Extent Pr(X > Extent)

Current example

pmax = Pr(X > 157799) = 0.7500
Freqhap exp = pmax = 0.8660
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Max. haplotype frequency
Freqhap max = 0.8475


