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Author  Database ID Patients   ChipID 
Beck et al. 2014 GSE59294 16 7  GPL570 

Khattri et al. 2014 GSE58558 19 16 
Gittler et al. 2012 GSE36842 7  7  GPL570 

2011 GSE32924 14 11 GPL570 

GPL570 
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