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Supplementary Figure S1. Quality control analysis of single-cell sequencing data.
(A)Sequencing depth and total intracellular sequences exhibit significantly substantial
positive associations (R=0.9). (B) By limiting the ratio of mitochondrial, ribosomal,
and erythrocyte genes, cells that did not meet the criteria were removed.
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Supplementary Figure S2. Dimension reduction analysis of single-cell sequencing
data and Percentage of cells. (A)The principal component analysis explored whether
the cell cycle had any influence on the analysis. (B) The cell distribution of the
samples showed no significant batch effect. (C)Percentage of different cell types. (D)
Tissue preference of each major cluster in AML estimated by Ro/e.



