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Supplementary Figure 1. Pseudo haplotype construction
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Schematic representing the construction and definition of pseudo- haplotypes from long read sequencing data.




Supplementary Figure 2. Features reported by Tandem Repeat Finder discriminate VNTRs in subtelomeres.
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Density plots of all pairs of features calculated by Tandem Repeat Finder in subtelomeric and non-subtelomeric VNTRs. Dotted blue lines indicate the applied cut-offs for calculating the fold-enrichment of GC-richness (60%) and consensus length (15 bp).




Supplementary Figure 3a. Complex inversion events
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Various rearrangements across the genome. Red lines indicate clusters of Maximal Unique Matches (MUMs) on the positive strand, while green lines indicate clusters of MUMs on the reverse strand. Many rearrangement events are combinations of events that contain more than just two breakpoints in the alignment.









Supplementary Figure 3b. ATXN2 inversion flanked by deletion
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A rearrangement event in ATXN2 shows an inversion flanked with a deletion in the CHM13 assembly. The same inversion event, but with a smaller deletion was observed in the w115 assembly.



Supplementary Figure 3c. Recurrent TNNT3 rearrangement
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Many complex rearrangement events appear to be multi-allelic, but the complex rearrangement event in TNNT3 seems to be unique to the GRCh38 assembly.





Supplementary Figure 4a. Inversion counts per chromosome

[image: ]
Distribution of the number of inversions per chromosome and assembly. The CHM1 displays an enrichment of the number of inversion events on the X-chromosome. This can be explained by the fact that the CHM1 assembly is the most contiguous assembly that was compared here.

Supplementary Figure 4b. Merged inversion counts per chromosome 
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Distribution of all unique inversion events per chromosome.
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