Figure S3: a) Histogram showing the number of probe sets (y-axis) whose expression was correlated between tissue types at specific p-value cut offs (x-axis).  The histogram indicates a significant correlation between gene expression in diagnostic leukemia cells and normal leukocytes as shown by an over-representation of probe sets with low p-values.  A positive correlation of gene expression between diagnostic leukemia cells and normal leukocytes is shown by white shading and a negative correlation is shown by grey shading.  The figure indicates a significantly higher number of probe sets than expected are positively correlated between diagnostic leukemia cells and normal leukocytes.
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b) Hierarchical clustering of gene expression with each column representing one of the 184 patient samples (92 leukemia cell and 92 normal leukocyte samples) and each row representing one of the top 136 probe sets (ordered by p-value; p<0.0048 cut-off) that are positively correlated between the diagnostic leukemia cells and normal leukocytes.  Using these 136 probe sets, 55 out of the 92 patient sample pairs were clustered together as indicated with blue dashes below the clustering.  Green = low expression and red= high expression.
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