Table S3 Result of test of deviation from Mendelian expectations in collection F1 (See Table 3 for genotypes). For each

cohort size n, 100,000 cohorts were simulated according to two scenarios: (1) assuming that both parents were

heterozygous at the S-locus and (2) assuming that one parent was homozygous and one parent heterozygous. For each
cohort, the following information is shown: number of seedlings (cohort size), name of FO parental individuals, absolute
expected frequency of each genotype in the cohort and difference (deviation) between observed and expected frequencies

under each scenario.
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¢ expected genotype frequency in F1 collection following symbols are associated with significance of p-values: “***”: p<0.001;

p<0.05.

d expected frequency : see table 3
e assuming that both parents are heterozygous at the S-locus
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f assuming that parent 1 is homozygous and that parent 2 is heterozygous at the S-locus - Not applied for cohorts with more than two

genotypes
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