About these files

Description of file formats

<name>.res  = Whitehead format for expression dataset (contains Affymetrix “calls,” rescaling factors and the numerical data). 


First column: 

gene description
Second column:

gene accession number 

Sample 1  (numerical expression values)


Sample 1 (“call”,

A=gene absent,

P=gene present,

M=marginal)



Header with sample names
Description
Accession
Brain_MD_12


A list of chip numbers and rescaling factors

MG2000040501AA/scale factor=1.0


Number of genes (rows)

7129




Genes
AFFX-BioB-5_at (endogenous control)
AFFX-BioB-5_at
-156
A


AFFX-BioB-M_at (endogenous control)
AFFX-BioB-M_at
-115
A


AFFX-BioB-3_at (endogenous control)
AFFX-BioB-3_at
-140
A


AFFX-BioC-5_at (endogenous control)
AFFX-BioC-5_at
149
A

<name>.cls = Whitehead format for sample class vectors, contains the sample class membership.

RawFeatureData

Size: 195480 kb. 

This directory contains data for matches and mismatches for each gene. The data is arranged in five files, four datasets corresponding to four classification problems and one training set file. The files are in a Whitehead .res format. To preserve the format an A p-call is assigned to all features.

UnscaledResFiles 

Size: 62664 kb.

This directory has a file with Average Difference values for training set and files for test set. The test set files are organized in four directories corresponding to four classification problems. All files are in a Whitehead .res format. Each directory contains one file with Average Difference values, one file with h values, and twenty files with random values for each gene. The data is not scaled.

ScaledResFiles 

Size: 310136 kb.

This directory contains eight .res files, two for each classification problem. One file with Average Difference values, and one file with h values are created for each classification problem. In addition, this directory contains four directories, one for each classification problems, with files with randomly selected s. The data is scaled to account for minor differences in chip intensities.

ClsFiles 

Size: 1 kb.

This directory contains four files with idealized expression vectors for class assignments, one file for each classification problem. The files are in a Whitehead .cls format.

Expanded Figure 2

Size: 440 kb.

In addition to Figure 2, that shows the proportion of genes whose h value is within 2-fold of the Average Difference, this Excel file provides number of genes with h and random  within 2-fold of Average Difference for every chip used, and relative error for estimates for h and random s.

Expanded Table 1

Size: 32 kb. 

In addition to Table 1, that shows classification accuracy using Average Difference or  values, this Excel file provides classification parameters.

List of selected h probes

Size: 488 kb.

This Excel file contains a list of the names for selected h probes.





































