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A Proposal of Haplotype Estimation for Many SNPs Inputs Using Block Division
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p%=D?/(p,P,PcPy) locusID | O- |8 |13- |24- |44 | 76- | 82- | 95
D'=D/D max (D>0 ) 7 12 23 43 75 81 94 102
D'=D/Dmin (D< ) Haplotype | 76 |79 |36 |38 |40 |29 |44 |32
{)max =max(p, Py, Py Pe) frequency [ 18 |19 | 25 12 12 14 |9 17
Dmm =mi n(_ pa pc’ ph pd) [%] 28 17 29 17 35 50
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