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Patient characteristics of the Affymetrix HG‐U133A datasets used in this study 
          Usage        % of samples         

Dataset 

Metagene 

identificat. 

Further 

Usage* Data Source 

No. of 

samples 

Age ≤ 

50 

Tumor size 

≤ 2 cm LNN

ER 

pos. G3 System. treatment 

Median 

follow up 

months 

No. of 

relapses Reference 

Frankfurt + H,C,P this study 120 54 50 57 66 47 chemotherapy 39 29 Rody et al. 2007a [A] 

Uppsala + C, P GSE3494 251 22 51 65 80 22 yes / no 118 91 Miller et al. 2005 [B] 

Oxford-Untr. + C, P GSE2990 61 44 64 100 69 41 untreated 121 29 Sotiriou et al. 2006 [C] 

Stockholm + C, P GSE1456 159 n.a. n.a. n.a. 82 42 yes / no 85 40 Pawitan et al. 2005 [D] 

New York + C, P GSE2603 99 37 9 34 58 n.a. n.a. 65 27 Minn et al. 2005 [E] 

London + H, C, P GSE6532 87 6 35 33 98 23 endocrine 137 28 Loi et al. 2007 [F] 

Rotterdam + C, P GSE2034, 
GSE5327 344 n.a. n.a. n.a. 61 n.a. 286 untreat., 58 n.a. 86 118 Wang et al. 2005 [G,H] 

Oxford-Tam. + C, P GSE6532 109 14 34 64 95 19 endocrine 61 30 Loi et al. 2007 [F] 

Villejuif  C, P GSE7390 50 80 26 100 72 38 untreated 108 22 Desmedt et al. 2007 [I] 

expO  C GSE2109 301 31 32 47 65 49 n.a. n.a. n.a. www.intgen.org [J] 

Frankfurt-2  C, R this study 67 51 0 49 58 30 chemotherapy n.a. n.a. Rody et al. 2007b [K]  

MDA133  C, R mdanderson.org 133 41 9 30 51 58 chemotherapy n.a. n.a. Hess et al. 2006 [L] 

Total number of samples: 1781 33 33 65 72 37

Cases with follow up information 1263 31 41 74 74 31 79 395 

 
*  Further usage of dataset:    H=Histological verification, C=Clinical parameter associations, P=Prognostic value, R=Predictive value
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