Supplementary Figure 1. DNA breakpoints determined by MP-seq and Sanger sequencing. (A) MP-seq
reads (line-connected dots), indicating joining breakpoints from different chromosomes or chromosome
regions. (B) Confirmation of the MP-seq findings by Sanger sequencing of PCR products that were
amplified crossing the joining breakpoints of the rearrangements. The black vertical lines indicate the
breakpoints. (C) DNA breakpoint locations on the chromosomes involved. Deletions (dotted line) were
found at each breakpoint. Black line: intron; black box: exon.
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