Supplementary Data to: “Gene expression profiling of breast cancer accurately predicts clinical outcome of disease”, by Laura J. van ‘t Veer et al., Submitted to Nature.

This ReadMe document describes the array data that are available for downloading in support of the manuscript submitted to Nature by Laura J. van ‘t Veer and colleagues: “Gene expression profiling of breast cancer accurately predicts clinical outcome of disease”.  Basically, all of the ~24,500 gene measurements recorded for the 117 breast tumor samples described in the paper are available for downloading.  In addition, representative GenBank accession numbers are available for the EST contig assemblies on the expression arrays.  

The following files are available for downloading array data:

· ArrayData_less_than_5yr.xls

The array data for the 34 “less than 5 years disease-free survival” patients.

· ArrayData_greater_than_5yr.xls

The array data for the 44 “greater than 5 years disease-free survival” patients.

· ArrayData_BRCA1.xls

The array data for the 18 BRCA1  and 2 BRCA2 patients.

· ArrayData_19samples_.xls

The array data for the 19 additional patients profiled (Fig. 2c).

Spreadsheet Contents:

Each spreadsheet contains the following columns:

Systematic name:  Systematic name given to each gene or sequence.

Gene name:  Alternative, frequently more common name assigned by researchers.

Gene Description: Description of what is known about a given gene’s function.  This is the far-right column in each spreadsheet.

Three columns of information are provided for each tumor sample profiled.  These columns of information are bordered by solid lines for easy reading.  For each tumor sample profiled, the two microarray barcodes are given, along with a description of the sample (e.g., sample number, patient age, disease-free survival).  Three fundamental values are given for each gene profiled:

Log10(Intensity): The geometrical mean intensity for both red and green channels for a given probe on the chip.  In general, high quality data are derived from the genes associated with the greatest signal intensity.  Thus, genes associated with very low mean intensity values may not be assigned low P-values, even if the mean ratio is very different from 1, due to the large measurement errors inherent with data derived from low intensity probes.

Log10(ratio): The mean ratio of the intensities of the red and green channels.  This reflects the extent of induction or repression of a given gene.  Thus, a mean ratio of 100 means that the gene was induced 100 fold by the perturbation (e.g., -factor treatment).  A mean ratio of 0.01 means that the gene was repressed 100 fold.

P-value:  Confidence level that a gene’s mean ratio is significantly different from 1, or no change.  A P-value of 3.25E-03 = 0.00325, which exceeds the 99% confidence (P-value = 0.01, or 1E-02).  Please see Roberts et al., Science 287, 873-880 (2000) for further description of the error model.

The following files are available for downloading representative GenBank accession numbers for EST contig assemblies:

· ArrayNomenclature_contig_accession.xls

Identifiers for EST contig assemblies used in the array design and representative GenBank accession numbers for each.

· ArrayNomenclature_methods.doc

Description of the derivation of representative GenBank accession numbers provided for the EST contig assemblies on the array.

