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Exploration of genes associated with efficacy of DNA methytransferase inhibitors
for low risk MDS.

Nannya, Yasuhito
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We conducted whole exome sequencing in patients with MDS and detected mutations
specifically seen in azacitidine resistant phase, which were further narrowed down according to their
functions and structures. Clone evolution durin? resistance acquisition was also analyzed with deep
sequencing. Additionally, we screened responsible genes for azacitidine resistance using shRNA library
system. We verified these candidate genes by demonstrating that suppression of the candidate genes
conferred resistance to azacitidine In-vitro assays.
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