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The proposed method (c.f. figure 1)
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transmitted to the fetus or not

Output: O, = (matX, patY) fetal allele origin among the pair of homologous haplo-
types from each parent (mat = maternal, pat = paternal and X, Y € {1,2}) at locus ¢

The data (c.f. figure 2)

Objective: infer (O4,...,0y,...,0p) over all locus inside the targeted region
= parental phased haplotypes for the targeted chromosomic region

= maternal plasma cell-free DNA (cf-DNA) genotype for the targeted
chromosomic region P(Oy,...,0y,...,0r|data)

Tool: estimate the full posterior jointly over all locus

Issue: impossible because of combinatorial cost (no independence between locus)

* : Workaround: use a Markov chain Monte Carlo (MCMC) algorithm to estimate the
available data . . . e .
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