
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplemental Material: 4T1 Exosomes Proteomic Analysis  



  



  



 

  



Supplemental Table 1. UniProt numbers were gathered form the UniProt Knowledgebase 

(http://www.uniprot.org/).  Subcellular Localization, Functions, and Gene Ontology (GO) of exosomes 

were assembled from the UniProt website. All proteins identified were searched in Vescilepedia 

(http://microvesicles.org/) for literary examples of their association with exosomes. One hundred 

micrograms of exosomes, based on total protein content, was subjected to in-solution digestion using 

performic acid. To separate tryptic digests, a 5-50% ACN gradient over 120 minutes on a C18 column 

(Michrocom, Agilent) was used.  MS/MS spectra were collected by an Amazon Speed ion ETD trap 

equipped with CaptiveSpray nanoBooster ionization source.  Data was processed using ProteinScape 3.1.  

Database searches were performed against all mouse entries in the Swiss Prot database using the 

Mascot Server using 0.6Da peptide mass tolerance and 0.5Da MS/MS tolerance allowing for 1 missed 

cleavage and modifications for dioxidation of Methionine and trioxidation of cysteine.  Identification of 

proteins was considered significant if at least 2 unique peptides were used for identification. 

 

 


