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Supplementary Table 1. Frequency of alterations in PAPP-A in the breast cancer datasets at
cBioportal. As the datasets Breast Invasive Carcinoma (TCGA, Nature 2012) and Breast
Invasive Carcinoma (TCGA, Cell 2015) share samples, and in turn share samples with the
TCGA provision dataset which continues to have data added after the time of these
publications, only results from the provision dataset are shown.

Mutations  Copy number Gene Gene Protein
changes expression expression  express
microarray RNAseq -ion
RPPA
Mutational 1(0.5%) of 2(0.9%)0f213 N/A N/A N/A
profiles of 213 sequenced
metastatic breast sequenced cases/patients—
cancer  (France, cases/ 2
2016) patients amplifications
Breast cancer 0 (0%) of N/A N/A N/A N/A
patient xenografts 15
(British sequenced
Columbia, Nature cases/
2014) patients
Breast Invasive 12 (1.2%) 10 (1%)of977 26 (2.7%) of 41 (4%) of 0 (0%)
Carcinoma of 977 9 977 — 18 up- 1093 - all
(TCGA, sequenced amplifications, regulation, up-
Provisional) cases/ 1 deletion 9 down- regulation
patients regulation
Breast Invasive 2 (2%) of N/A N/A N/A N/A
Carcinoma 100
(Sanger, Nature sequenced
2012) cases/
Patients
Breast Invasive 1 (1%) of N/A N/A N/A N/A
Carcinoma 103
(Broad, Nature sequenced
2012) cases/
Patients
Breast Invasive 0 (0%) of N/A N/A N/A N/A
Carcinoma 65
(British sequenced
Columbia, Nature cases/
2012) patients
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Supplementary Figure S1 (a) The OncoPrint from a query for alterations in expression of
PAPP-A in breast cancer patients. Rows represent PAPP-A genes and heatmap, and columns
represent samples. Glyphs and colour coding are used to summarize distinct genomic
alterations including mutations, amplifications, homozygous deletions and changes in gene
expression. By default, cases are sorted according to alterations. (b) Genomic alterations in

breast cancer TCGA dataset is represented by colour coding.



