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MATERIALS AND METHODS
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SECOND GOAL: Identify the genes
that play crucial roles in early stage of
haematopoictic development.

Special emphasis will be put on
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EPLM subpopulations
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THIRD GOAL: Address the function of the by us identificd genes.

FOURTH GOAL: Characterisc the 3 EFLM subpopulations.
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HSC and progenitor cells can be
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