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Table S1. Fine-mapping known K562 translocations.

Source R(;g;);;ed Evi(::ence il; Hi- Breakpoimtresioni(bgls) Annotated gene closefst to predicted
translocation data? breakpoint
1(9;22) Yes chr9:132,550,000-132,600,000 chr9: ABLI
chr22:21,950,000-22,000,000 chr22: BCR
t(3;10) Yes chr3:48,150,000 — 48,200,000 chr3: CDC25A (cell cycle division
25A isoform A)
chr10:87,800,000 — 87,850,000 chr10: GRIDI
t(10;17) Yes chr10:42,200,000-42,250,000 chr10: BC039000 (Homo sapiens
cyclin Y-like 2)
chr17:22,150,000-22,200,000 chrl7: enhancer marks in K562
t(9;17) Yes chr9:20,150,000-20,200,000 chr9: MLLT3 (myeloid/lymphoid or
K562 mixed-lineage leukemia, translocated
ﬁ?ry()type to 3)
chr17:22,150,000-22,200,000 chrl7: enhancer marks in K562
t(5;6) Yes chr5:69,000,000-69,050,000 chr5: GUSBP3
chr6:27,000,000-27,050,000 chr6: GUSBPI
t(9;13) No - -
t(1;21) No - -
t(2;19) No - -
t(19;20) No - -
t(6;11) No - -
t(12;19) No - -
K562 t(9;22) 2 Yes chr9: 133,050,000-133,100,000 chr9: NUP214
Next-Gen chr22: 15,650,000-15,700,000 chr22: XKR3
Dequencing «(1;11) No - -

*Targeted sequencing of 476 cancer-related gene cDNA transcripts only; did not detect non-coding breakpoints or
translocations affecting other genes.
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