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Figure S2. Nanopore sequencing of ABCB1"d" relapsed AML

(A) Bar chart shows coverage of the targeted locus achieved by nanopore sequencing in the indicated patient
samples (blue) and THP-1_R (red). (B) Tracks show the 500kb region surrounding ABCBL1 targeted for
sequencing and the coverage achieved using long-read nanopore sequencing (MinlON) of the indicated
ABCB1"idh relapsed AML samples.



