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Supplementary Fig. 1:  The average expression profile of the top 50 clusters 

over the 85 samples used in our analysis.  (Pearson r = 0.85, MCL = 2.2).  

Samples are grouped according to cell type: 1, mesenchyme-lineage cells, 

embryonic stem cells, neurones; 2, bone marrow progenitor cells; 3, splenic 

classical DC and plasmacytoid DC; 4, phagocytes (bone marrow-derived, 

peritoneal, RAW-264, osteoclasts, microglia); 5, granulocytes, NK cells and 

mast cells; 6, B and T lymphocytes; 7, tissues (bone marrow, spleen and 

lymph nodes); 8, FDC. 
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