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Figure S2   Structural variants, copy number and loss of heterozygosity for chromosomes 1 to 22 and X. 
Arcs in the top panels labeled ‘Events’ represent the predicted connections between fragments derived from SV calls based on read pair orientation 
and spacing. Different read pair signatures indicate the following event types: deletions, tandem duplications, inversions, and interchromosomal 
translocations. The center panel (Copy Number) represents the copy number estimates in 10 kb bins (grey) overlaid with their segmentation (black). 
The associated CN is shown on the y-axis. The zygosity track shows the proportion of homozygous SNV calls in 10 kb bins, darker purple regions 
contain more homozygous calls (up to 100%) and indicate potential LoH. The bottom panel shows the allele frequency (AFS) distribution as a heatmap 
in 10 kb bins on the chromosome axis and 5% bins on the allele frequency axis; darker blue indicates more SNVs with the given AF in the corresponding 
10 kb region. The color scale is according to the log of proportion of SNVs falling into the AFS bin (e.g. 10-15%, i.e. the row) in the 10 kb region (i.e. the 
column). 
 


