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Task 

Discovery dataset Validation dataset Number 

of 

common 

genes 
Reference 

Sample 

size 

Samples per 

class 

Number 

of genes 

Microarray 

platform 
Reference 

Sample 

size 

Samples per 

class 

Number 

of genes 

Microarray 

platform 

Lung Cancer Diagnosis: lung 

tumors vs. normals (non-tumor lung 

samples) 

[1] 203 

lung tumors 

(186) 

normals (17) 

12600 
Affymetrix 

U95A 
[2] 96 

lung tumors 

(86) 

normals (10) 

7129 
Affymetrix 

HuGeneFL 
7094 

Lung Cancer Subtype 

Classification: adenocarcinoma vs. 

squamous cell carcinoma lung 

tumors 

[1] 160 

adenocarcinoma 

(139) 

squamous (21) 

12600 
Affymetrix 

U95A 
[3] 28 

adenocarcinoma 

(14) 

squamous (14) 

12533 
Affymetrix 

U95A 
12533 

Breast Cancer Subtype 

Classification: estrogen receptor 

positive (ER+) vs. ER- breast 

tumors; untreated patients 

[4] 286 
ER+ (209) 

ER- (77) 
22283 

Affymetrix 

U133A 
[5] 119 

ER+ (85) 

ER- (34) 
22283 

Affymetrix 

U133A 
22283 

Breast Cancer 5 Yr. Prognosis: 
ER+ patients who developed distant 

metastases within 5 years (poor 

prognosis) vs. ones who did not 

(good prognosis) 

[4] 204 

poor prognosis 

(66) 

good prognosis 

(138) 

22283 
Affymetrix 

U133A 
[5] 72 

poor prognosis 

(13) 

good prognosis 

(59) 

22283 
Affymetrix 

U133A 
22283 

Glioma Subtype Classification: 
grade III vs. grade IV glioma tumors 

[6] 100 
grade III (24) 

grade IV (76) 
22283 

Affymetrix 

U133A 
[7] 85 

grade III (26) 

grade IV (59) 
22283 

Affymetrix 

U133A 
22283 

Leukemia 5 Yr. Prognosis: patients 

with disease-free survival < 5 years 

(ones who had relapse or competing 

events within 5 years) vs. > 5 years 

[8] 164 

survival < 5 yr. 

(29) 

survival > 5 yr. 

(135) 

12625 
Affymetrix 

U95A 
[9] 79 

survival < 5 yr. 

(18) 

survival > 5 yr. 

(61) 

22283 
Affymetrix 

U133A 
10507 

 

Table S1: Gene expression microarray datasets used in this work. 
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