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Supplementary Figure 4. Screenshot examples. A. Examples of regions that are highly associated with apoptotic DNA breakpoints. Track labels follow labels in Figure 1B. 
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Supplementary Figure 4. Screenshot examples. B. Examples of regions which show similar sequencing density patterns between AHH001 and AHH002 although AHH001 does not show a peak. Track labels follow labels in Figure 1B. 
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C. Randomly chosen sites
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Supplementary Figure 4. Screenshot examples. C. Randomly chosen sites which were used for qPCR validation. Track labels follow labels in Figure 1B. Primer locations are indicated by arrows. 
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Supplementary Figure 4. Screenshot examples. C. Randomly chosen sites which were used for qPCR validation. Track labels follow labels in Figure 1B. Primer locations are indicated by arrows. (Continued from previous page).
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D. Translocation-associated genes
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Supplementary Figure 4. Screenshot examples. D. Examples of regions associated with translocations. Track labels follow labels in Figure 1B. 
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Supplementary Figure 4. Screenshot examples. D. Examples of regions associated with translocations. Track labels follow labels in Figure 1B. (Continued from previous page).
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E. Apoptosis-associated genes
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Supplementary Figure 4. Screenshot examples. E. Examples of regions with apoptosis-associated genes. Track labels follow labels in Figure 1B. 
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Supplementary Figure 4. Screenshot examples. E. Examples of regions with apoptosis-associated genes. Track labels follow labels in Figure 1B. (Continued from previous page).
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Supplementary Figure 4. Screenshot examples. F. Examples of regions associated with transcription factors. Track labels follow labels in Figure 1B.
