Supplementary Material Figure Legends
Fig. 1SM. Morphological analysis after May-Grunwald-Giemsa staining of sorted myeloid cells. Panel a: CD14+ cells. Panel b: CD16- cells. Panel c: CD16+ cells. Magnification 1000X.

Fig. 2SM.  Expression of transcription regulators. Eisen tree map computed using the GeneSpring “gene” tree and the Pearson correlation equation on the modulated probe sets belonging to the following categories: Transcription activators (Panel a), Transcription repressors (Panel b) and mRNA splicing (Panel c). The signal-based colouring legend is shown at the bottom of the figure.

Fig. 3SM. Expression of the genes involved in translation.  Eisen tree map computed using the GeneSpring “gene” tree and the Pearson correlation equation on the modulated probe sets belonging to the following categories: Ribosome (Panel a), Protein metabolism & modification (Panel b). The signal-based colouring legend is shown at the bottom of the figure.
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