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Choice of kinship treshold

We calculated pairwise kinship between all samples using the KING statistic (Manichaikul

et al. 2010) implemented in NGSRelate (Korneliussen and Moltke 2015) using SNP data

across the whole genome after masking inversions. Results indicated a positive bias in

kinship, with the mode of the distribution above 0 (Fig. M1). Because of this positive

bias in kinship values, we sought to empirically establish the most parsimonious thresh-

old to identify full siblings in our data, instead of the threshold of 0.177 suggested in the

manual (https://www.kingrelatedness.com/manual.shtml). For all possible thresh-

hold between 0.15 and 0.35, in increments of 0.005, we identi�ed all full siblings and

counted the proportion of full sib groups that contained inconsistencies (where siblings of

siblings were not themselves classed as siblings). We chose the threshold 0.185 as the most

stringent threshold that did not result in incomplete sib groups (where two individuals

are both sibs of a third individual, but not sibs of each-other).

Fig. M1: Histograms of kinship values (KING scores, expected score between full sibs = 0.25, expected
score between unrelated individuals = 0) across all sample pairs.
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