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Receive haplotype data for a population of test
individuals, comprising a plurality of genetic markers
shared among the population of test individuals

Divide the haplotype data into segments based on the
plurality of genetic markers

genetic markers, match segments of the haplotype data
that are identical-by-descent between two individuals
among the population, and having a first size that is at
least a pre-determined threshold size and comprising at
least a pre-determined number of genetic markers

For each of the population of test individuals: based on the

For each of the matched segments between the two
individuals: (a) divide the matched segment into discrete
genomic intervals, (b) score each of the discrete genomic
intervals based on (i) a degree of homozygosity matching
of the discrete genomic interval within the first or second

individual or (ii) a degree of pairwise matching of the
discrete genomic interval between the two individuals,
thereby generating a plurality of scores; (¢) correct the
scores based on a consistency of the scores, thereby
producing a plurality of corrected scores; and (d) assign a
plurality of weights to the discrete genomic intervals,
based on the corrected scores

A

Calculate a weighted sum over the plurality of discrete
genomic intervals of the matched segment, based on the

A 4

Estimate the degree of ancestral relatedness between the
first individual and the second individual based on the

AN 108

plurality of corrected scores and the plurality of weights \ 110

FIG. 1

weighted sums of the matched segments \ 112
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