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Two-way clustering of microarray gene expression data.

Two-way clustering of both genes and samples is used to define patterns of genes that are expressed
across a variety of samples. A dramatic example is provided by Alizadeh et al.(2000), who defined

subtypes of malignant lymphocytes based upon gene expression profiling.

Alizadeh, A. A, et al. Distinct types of diffuse large B-cell ymphoma identified by gene expression profiling.
Nature 403,503-511 (2000).
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Alizadeh et al.(2000) made 1.8 million measurements of gene expression in 96 samples of normal and
malignant lymphocytes.The cell lines are clustered in columns across the top (arrow 1), and for clarity they are
also shown rotated sidewise at left (arrow 2).The genes are arranged in rows. The investigators used a custom-
made microarray with 17,856 cDNA clones.This study revealed that tumors from patients with diffuse large
B-cell ymphoma can be classified according to their gene expression profiles. Patients with particular tumors
have varying severity of phenotype, and such heterogeneity is reflected at the molecular level. These data were
generated using Cluster and Treeview.



