Figure S1: Unsupervised hierarchical clustering of gene expression for 184 samples (columns) from 92 patients indicates two distinct clusters which segregate the different tissue types: diagnostic leukemia cells and normal leukocytes. (Blood: normal leukocyte samples; BH: B-lineage ALL with hyperdiploid karyotype; BN: B-lineage ALL with non-hyperdiploid karyotype; bcr: BCR-ABL translocation; e2a: E2A-PBX translocation; mll: MLL-AF4 fusion; other: B-lineage ALL with no defined translocations; tel: TEL-AML1 translocation; T: T-lineage ALL).
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