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William Wells
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In the 17 August Nature Perou et al. present a DNA microarray analysis of 65 human breast tumor
specimens from 42 different individuals (Nature 2000, 406:747-752). Of the 8,102 genes analyzed,
1,753 varied in abundance at least fourfold in at least three samples. These genes could be clustered into
groups that correlated with mitotic index, regulation of the interferon pathway, and the relative
abundance of endothelial cells, stromal cells, adipose cells, B or T cells and macrophages. Expression
patterns derived from a single patient at different times were usually very similar, but analysis of all the
samples emphasized the number of different ways that a breast tumor can develop. Nevertheless, the
samples could be subdivided into certain groups; a report correlating these groupings with clinical data
will appear elsewhere.
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