
Additional file 1: GES details. 1A: GES list, methods and references; 1B: Number of GES genes or probes present in each array type. 
 
1A 
 

N° GES name n 
genes 

n 
probes 

Normalisation Statistics Reference 

Molecular subtyping 
1 PAM50 50 - MAS5/log2 transformation Nearest centroid classifier [1] 
2 ER 135 - RMA Weighted average expression [2] 
3 Molecular-apocrine - 27 MAS5/log2 transformation Average expression [3] 
4 Basal-like - 37 MAS5/log2 transformation Average expression [3] 
5 Claudin-CD24 - 19 MAS5/log2 transformation Average expression [3] 
Immune response 
6 B-cell - 48 MAS5/log2 transformation Average expression [3] 
7 T-Cell - 27 MAS5/log2 transformation Average expression [3] 
8 MHC-1 - 17 MAS5/log2 transformation Average expression [3] 
9 MHC-2 - 14 MAS5/log2 transformation Average expression [3] 
10 M2/M1 611 - MAS5/log2 transformation Weighted average expression [4] 
11 IFN - 14 MAS5/log2 transformation Average expression [3] 
12 IL-8 - 4 MAS5/log2 transformation Average expression [3] 
Metabolism 
13 Adipocytes - 8 MAS5/log2 transformation Average expression [3] 
14 Glycolysis 6 - MAS5/log2 transformation Average expression [5] 
15 IRGS - 19 RMA Weighted average expression [6] 
Critical biological pathways in cancer 
16 CIN 25 - RMA Sum expression [7] 
17 ERBB2 4 - RMA Weighted average expression [2] 
18 HOXA - 8 MAS5/log2 transformation Average expression [3] 
19 MITO/OXPHOS 38 - MAS5/log2 transformation average expression [8 
20 Proliferation - 47 MAS5/log2 transformation Average expression [3] 
21 Reactive stroma - 47 MAS5/log2 transformation Average expression [3] 
22 VEGF - 7 MAS5/log2 transformation Average expression [3] 
Prognosis 
23 70-GES 70 - MAS5/log2 transformation Nearest centroid classifier [9] 
24 GGI  - 128 RMA Weighted average expression [10] 
25 Recurrence score 21 - MAS5/log2 transformation Recurrence score algorithm [11] 
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N° GES name n genes n probes HG-U133A HG-U133A + B HG-U133Plus2 HG-U95A 

n % n % n % n % 

Molecular subtyping 

1 PAM50 50 - 43 86 49 98 49 98 39 78 

2 ER 135 - 127 94 127 94 127 94 102 76 

3 Molecular-apocrine - 27 27 100 27 100 27 100 0 0 

4 Basal-like - 37 37 100 37 100 37 100 1 3 

5 Claudin-CD24 - 19 19 100 19 100 19 100 2 11 

Immune response 

6 B-cell - 48 48 100 48 100 48 100 0 0 

7 T-Cell - 27 27 100 27 100 27 100 2 7 

8 MHC-1 - 17 17 100 17 100 17 100 0 0 

9 MHC-2 - 14 14 100 14 100 14 100 0 0 

10 M2/M1 611 - 482 79 597 98 607 99 374 61 

11 IFN - 14 14 100 14 100 14 100 0 0 

12 IL-8 - 4 4 100 4 100 4 100 0 0 

Metabolism 

13 Adipocytes - 8 8 100 8 100 8 100 0 0 

14 Glycolysis 6 - 5 83 5 83 5 83 5 83 

15 IRGS - 19 9 47 19 100 19 100 0 0 

Critical biological pathways in cancer 

16 CIN 25 - 25 100 25 100 25 100 23 92 

17 ERBB2 4 - 4 100 4 100 4 100 3 75 

18 HOXA - 8 8 100 8 100 8 100 0 0 

19 MITO/OXPHOS 38 - 36 95 36 95 36 95 30 79 

20 Proliferation - 47 47 100 47 100 47 100 0 0 

21 Reactive stroma - 47 47 100 47 100 47 100 0 0 

22 VEGF - 7 7 100 7 100 7 100 0 0 

Prognosis 

23 70-GES 70 - 50 77 59 91 60 92 33 51 

24 GGI  - 128 128 100 128 100 128 100 1 1 

25 Recurrence score 21 - 16 89 18 100 18 100 0 0 
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