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Supplementary figure 7:  a) The protein-protein interaction network of a single human/mouse common SRAS pathway - the PGLC2 module. Node color represents 
fold change in the combined leukemic/normal blood dataset (expression in normal and leukemia stem cells / expression in progenitor cells). b) The fingerprint score 
of this single pathway in AML patients is associated with survival in 4 independent clinical datasets (red = +1, yellow = 0, blue = -1)
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