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Clonal architecture of myeloid malignancies as revealed by single-cell RNA
sequencing.
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The development and progression of acute myeloid leukemia EAML) are shaped
by multiple rounds of acquisition of new driver mutations and subsequent clonal selection. These
clonal evolutions develop substantial intra-tumor heterogeneity, which is one of the major reasons
of treatment failure and relapse.

Recent development of single-cell analysis method has provided a novel opportunity to understand
this complexity, which however, is severely hampered by the difficulty to detect both mutations and
expression profiles at the same time. To overcome this, we developed a robust method for
simultaneous detection of both mutations and gene expression in this study.
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