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Overlap of repetitive elements with breakpoints in the T0 line. A. Sliding-window coverage of the ancestral (T0) across a 100 kb region centred on the breakpoint. C. Enlarged view of the shaded region in A (window size, 10 kb). D. Genomic features in the region shown in C, including transposable elements (TEs) and gene annotations. Breakpoints are labelled using the format T0.[chromosome].[genomic position]. 
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Overlap of repetitive elements with new breakpoints in MA lines. A. Sliding-window coverage of the ancestral (T0) and MA line across a 100 kb region centred on the breakpoint. B. Relative coverage across the same region as in A, comparing target MA line with the MA line H. C. Enlarged view of the shaded region in B (window size, 10 kb). D. Genomic features in the region shown in C, including transposable elements (TEs) and gene annotations. Breakpoints are labelled using the format [MA line ID].[chromosome].[genomic position].
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