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Figure  Supplementary 2

FOXA1 protein upon HER2 inhibition
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Figure Supplementary 6 GSEA of metastatic signature (vant Veer et al) 
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Figure Supplementary 7
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B Lineal regression of expression between FOXA1 and each of the 3 ERBB3 probes in Luminal A, Luminal B or HER2 breast 
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Genomic location of the three ERBB3 and the one FOXA1 mRNA probes analyzed for Metabric Project (Curtis et al)
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Figure Supplementary 11 

IP: HA

Acetyl lysine

HA

siN
T DOX-

siN
T DOX+

siE
P30

0 D
OX+

FOXA1 (HA)

EP300

actin

Input             IgG siNT siEP300

A FOXA1 acetylation in MCF7 cells depleted with EP300 

WCL

Veh Lap             Her

HER2

p-HER2 1221/1222

actin

IP: FOXA1

FOXA1

Acetyl lysine

Veh Lap           Her

Inhibition of HER2/HER3 signaling increased FOXA1 acetylation in MCF-7 HER2 high 
cell line 

B

HER2

p-HER2 1221/1222

actin

IP: FOXA1

FOXA1

Acetyl lysine

Veh Lap             Her

WCL

Veh Lap            Her

Inhibition of HER2/HER3 signaling increased FOXA1 acetylation in BT474 cell line C

WCL



20 tumor samples from 15 patients were analyzed. 5 patients have paired tumor samples, from primary tumors and from 
relapse (metastases from patients after exposure to endocrine adjuvant therapies). Only characteristics at diagnoses of 
first primary tumors are described. In all patients the initial treatment for their primary tumors comprised either 
mastectomy (with/without radiation therapy) or lumpectomy plus radiation therapy, together with sentinel node biopsy 
and/or axillary dissection as clinically indicated. 
ER: Estrogen Receptor, PR: Progesterone Receptor, IDC: Invasive Ductal carcinoma, ILC: Invasive Lobular Carcinoma, 
AI: Aromatase Inhibitor.
ER and PR positivity was defined as >1% nuclei stained. HER2 positivity was defined according to 2007 American 
College of Pathologist Guidelines. 

Supplementary Table 1Supplementary table 1 

 

  N (%)  

of 15 patients 

Age (median, range) 43 (27-74)  

Menopausal status 

Premenopausal 10 (60) 

Postmenopausal 5 (33) 

Unknown 1 (7) 

Pathologic tumor size 

<2 cm 13 (86) 

2-5 cm 1 (7) 

>5 cm 0  

Unknown 1 (7) 

Number of involved axillary 
nodes 

0 8 (53) 

1-3 3 (20) 

≥4 1 (7) 

Unknown 3 (20) 

Histology 

IDC 12 (80) 

ILC 1 (6.66) 

Mixed (IDC+ILC) 1 (6.66) 

Unknown 1 (6.66) 

Histologic grade 

1 12 (80) 

2 1 (6.66) 

3 1 (6.66) 

Unknown 1 (6.66) 

Hormone Receptor Status 

ER+PR+ 12 (75) 

ER+ PR- 1 (12.5) 

ER- PR+ 1 (6.2) 

Unknown 1 (6.2) 

Adjuvant chemotherapy 
Yes 12 (80) 

No 2 (13) 



Supplementary Table 2

Linear regression parameters for each treatment group (1: active substance, 0: vehicle). 

Fulvestrant Heregulin Trastuzumab EGF beta.pvalue beta beta.se rvolume20.pred rvolume20.se

1 1 1 0 0,020 -0,009 0,004 0,818 0,075

0 1 1 0 2,5E-09 0,029 0,004 1,587 0,076

1 0 1 0 0,311 0,003 0,003 1,062 0,061

0 0 1 0 6,1E-05 0,027 0,006 1,532 0,117

1 1 0 0 4,2E-08 0,043 0,006 1,856 0,125

0 1 0 0 7,5E-09 0,075 0,010 2,503 0,194

1 0 0 0 0,953 1,6E-04 0,003 1,003 0,053

0 0 0 0 2,5E-10 0,059 0,007 2,190 0,146

1 0 0 1 0,020 -0,007 0,003 0,856 0,060

0 0 0 1 8,0E-08 0,037 0,005 1,737 0,109


