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Figure S1: Pairwise kinship estimates for a single family with varying recombination rates across four relationship types. Four recombination rates are shown in ascending order, from the smallest to the largest. The red dashed line represents the expected pairwise kinship values for each of the four relationships. Pvalues (pval 1e-6,1e-7 = 0.33),
(pval 1e-6,1e-8 = 0.62), (pval 1e-7,1e-8 = 0.90).
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Figure S2: Distributions of pairwise kinship estimates for parent-child relationships across four simulated families. Genomes for the families were simulated using py_ped_sim. Kinship was estimated with two methods: KING (black) and hierfstat (gray). The red dashed line represents the expected kinship proportion for parent-child relationships.
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Figure S3: Distribution of percentages of IBD shared for genomes simulated with recombination maps for seven genetic relationships. Ten simulations were performed across a single family, genomes were simulated for 22 chromosomes. Pairwise IBD was estimated using hap-ibd. 
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