
S2 Fig. Overrepresented hematopoietic cell lineage extracted from KEGG Pathway database with 
differential genes highlighted. This KEGG pathway (ID hsa04640) is ranked according to results from GEA. 
Differential genes are coloured in red or green if they are up- or down-regulated respectively. Reprinted from 
[1,2,3] under a CC BY license, with permission from Kanehisa Laboratories, original copyright 2016. 
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