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Clarifying clonal architecture diversity of leukemia dervied from
myelodysplastic syndromes
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The purpose of this study was to analyze samples over time from

myelodysplastic syndrome to acute leukemia in order to elucidate the mechanism of tumorigenesis that
promotes tumorigenesis and ultimately progresses to leukemia.
Targeted sequencing analysis was used to identify gene mutations with high sensitivity, and the
clonal evolution could be accurately tracked by focusing on allele frequencies. Correlation analysis
with clinical information, including prognosis and adverse events, revealed that the response to
?gxﬁ}zdrugs such as BCL2 inhibitors can be stratified by genetic abnormalities such as TP53 and
These results are of great importance in predicting treatment response using genetic abnormalities
and helping to select the optimal treatment for individual patients.
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