(a) Examine window of typed SNPs
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(c) Connect neighbors in 1 of 2 ways

Parallel connection generates 3 surviving haplotypes:

hi,hs, hs
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A switch at window 2 generates 1 surviving haplotype:

h17h27h3 >< h17h27h’6 {}
ha, hs, he hs, vz, hg {he}
Window 1 Window 2 Survivors

(b) Find optimal haplotype pairs in each window
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(d) Stitch window-by-window from left to right

Unphased haplotypes
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