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(D) Venn diagram of proteins identified by mass spectrometry from surfaceome of OCI-AMLS5 isolated using either CSC or CSB.

Finding reliable HSC and LSC-specific markers to improve CB

Figure 3: GPA33 further subdivides the CD34"EPCR* population i _
grafts and uncover potent therapeutic targets, respectively

' FACS analyses in cord blood cells.

(E) Proportion of identified proteins that corresponds to cell surface molecules.
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(F) Fold-change in surface proteins as a function of UM171 stimulation (expressed in LogZ2).




