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Supplemental Fig S1. The size and genomic distribution of the 219 collected AAMR events. (A) The histogram on the
top shows the size distribution of the 219 AAMR resultant deletions. The bottom panel zooms in to the AAMR
resultant deletions with a size less than 250 kb. (B) We plotted each of the 219 AAMR resultant deletions with a red
block on the GRCh37/hg19 ideogram. The repetitively targeted regions are plotted only once. (C) We plotted each of
the 219 AAMR resultant deletions with a red line on top of the GRCh38/hg38 ideogram. The relative density of these
known AAMR events was plotted below the ideogram as a purple smoothed histogram.
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