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Fig S4. Inbreeding coefficient and ROH in the B772, A279 and B182 families. A, B. Inbreeding 
coefficient (F) of B772 plants showing an abnormal (purple) and normal (yellow) phenotype calculated for a control 
region, 3.5-8.0 Mb on chromosome 1 (A), and for the whole genome (B). C, G and I. Genome-wide genotype calls 
from normal and abnormal B772 (C), A279 (G) and B182 (I) plants. Each chromosome is plotted independently. 
Individuals cluster by chromosome-wide similarity. Dendrogram colors indicate the plant phenotype (see Fig 5). D. 
NJ tree for the 3.5-8.0 Mb region of chromosome 1 in B772 plants. Individuals do not cluster by phenotype. 
Branch lengths in nucleotide substitutions per site are indicated. E. Genomic regions where F tends to be higher in 
abnormal A279 plants. F and H. Genome-wide F in A279 (F) and B182 (H) plants. Abnormal A279 plants are part 
of the upper quartile of F values across all 28 plants, while in abnormal B182 plants do not tend to have a higher F. 
Related to Fig 5. 
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Fig S5. Homozygosity in wild individuals from the Strečno population. A. Genome-wide genotype 
calls from 40 wild plants sampled from the Strečno population. Each chromosome is plotted separately. Individuals 
clustered by chromosome-wide similarity, with B771 in yellow and B772 in orange. Long homozygous stretches 
are common among wild individuals. B. Genome-wide Tajima’s D values. Positive values are found across most of 
the genome, hinting at the presence of multiple alleles found at intermediate frequencies in the population. Related 
to Fig 6. 
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