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In addition to the identification of somatic point mutations and small insertions and deletions in the protein coding regions, exome
sequencing allows to detect chromosomal aberrations of tumor DNA. Although challenging due to the experimental variability of the A
exon target gnrichment, we were able to confirm yarious chromosomal aberrations in acute myeloid leukemia (AML) patients Centromere 11023 region Telomere
Including a trisomy 13, an MLL/AF9 rearrangement with a partial loss of the MLL and downstream genes, and a complex karyotype
with unbalanced translocations and monosomy 7. 3 - + 0o 2 5 z 3
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carrying a trisomy 13 Fig. 2: Detecting Copy Number Alterations in an AML
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