Study Purpose:   To predict clinical outcomes in AML and to find genes whose aberrant expression leads to poor prognosis
Data Description:   Sample were mononuclear cells from 54 chemotherapy treated patients less than 15 years of age with acute myeloid leukemia (AML), and four normal controls.
Array Type:  Affymetrix GeneChip (HG-U95A) 
Data Source:  ftp://ftp.ncbi.nih.gov/pub/geo/DATA/SOFT/GDS/GDS1059.soft.gz 
Data Size: 26.7 MB (9.2 MB for zipped file)
