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For technical method comparisons, samples were measured in technical triplicates to enable the calculation of a CV. For the comparison of
the biological interpretability of the 'medium' and 'high' method, over 200 cells were measured to account for biological heterogeneity. In the
bulk scMS experiments a sufficient amount of cells were measured to ensure that rare cell differentiation stages such as progenitors were also
present.

No data was excluded from the study

For technical method comparisons, samples were measured in technical triplicates to enable the calculation of a CV. For the comparison of
the biological interpretability of the 'medium' and 'high' method, 24 samples were measured respectively, representing biological replicates.
The bulk scMS experiments were performed on 192 samples (biological replicates) using cells from 3 different days of FACS sorting (and thus,
different cell passage). Thus, these results were successfully replicated across all biological replicates.

To avoid technical covariates, TMT labeling of the single-cells was randomized and the order of MS-acquisition of the samples on each plate
was randomized. FACS sorting of single cells in a non-enriched fashion also occurs according to random sampling.

Blinding was not relevant to our study as manual sample handling steps were minimized and all samples were subjected to the same
workflow. In the bulk scMS experiments, we were not aware of the differentiation stage of the cells until after data acquisition.

CD34 APC Cy7 Clone 581 - Biolegend Cat# 343514, Lot# B284482

CD38 PE Clone HB7 - BD Cat# 347687

Each lot of this antibody is quality control tested by immunofluorescent staining with flow cytometric

analysis to confirm similar results in terms of the CD34/CD38 profile (population percentages) of our OCI-AML8227 benchmark cell
culture system.

OCI-AML8227 cells were obtained from the John Dick Lab at the Princess Margaret Cancer Centre, Toronto, Canada

The cell culture system was not authenticated

The primary cell culture system was not tested for mycoplasma contamination




