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This article has been corrected: The following sentence has been added to the first paragraph in the Material and Methods
section: ‘Protein digestion and mass spectrometry analyses were performed by the Proteomics Platform of the CHU de Québec
Research Center (Quebec, Qc,Canada).’

Proteomics analyses

Immunoprecipitation of proteins associated with ADAMI2L were performed using extracts from ADAMI12L-
overexpressing MCF10A cells and immunoprecipitation using Rabbit IgG was included as control. Proteins from
immunoprecipitates were denaturated and size-separated by sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-
PAGE). After cutting gel tracks in 10 bands, in-gel digestion of proteins was performed with trypsin and resulting peptides
were injected into a capillary HPLC system coupled to a mass spectrometer via a nanospray ionization source (ES MS/MS).
All MS/MS samples were analyzed using Mascot (Matrix Science, London, UK; version 2.4.1) and X! Tandem softwares.
Mascot was set up to search the TAX HomoSapiens 9606 20141128 database. X! Tandem was set up to search a subset of
the TAX HomoSapiens 9606 20141128 database. For protein identification, Scaffold software (version 4.4.1.1, Proteome
Software Inc., Portland, OR) was used to validate MS/MS based peptide and protein identifications. Peptide identifications
were validated when established at a probability greater than 86,0 % to achieve an FDR less than 1,0 % using the Scaffold
Local FalseDiscoveryRate (FDR) algorithm. Protein identifications were validated when established at a probability greater
than 99,0 % probability to achieve an FDR less than 1,0 % and contained at least 2 identified peptides. Protein probabilities
were assigned by the Protein Prophet algorithm [69]. Protein digestion and mass spectrometry analyses were performed by
the Proteomics Platform of the CHU de Québec Research Center (Quebec, Qc,Canada).
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