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Online Resource 4 nE distribution mapping all the genes in (a) normal (N) and cancer (C) 

states (Ovarian, Colon, Liver and Kidney). (b) Normal (N) and AD (C) . (c) Normal (N) and 

SCZ disease (C) state in the HPRD network. The Wilcoxon-rank p-value is presented below 

the x-axis 
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