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Figure S1: Coomassie and silver stained GE results for filtrates and concentrated samples 

from whole blood (a), serum (b), plasma (c) and whole blood, serum and plasma with the 

filter combinations (d). The whole blood filter samples were diluted 1000 times before GE so 

that the gel was not overloaded, while serum and plasma was 10 times diluted before GE. 

 

 

 

 



 

 

Figure S2: Summary of SRM MS-method for in-solution digested beta-catenin and 

HSA.SRM table includes precursor ions (m/z) and its product ions (m/z) for beta-catenin and 

HSA peptides. The precursor and product ions were generated by Skyline software. 

 

 

 

 

 

 

 

 

 

 



 

 

Figure S3: (a) Three injections of in-solution digested beta-catenin peptide 

NEGVATYAAAVLFR (741.391 m/z) to illustrate the repeatability of the LC-MS system. (b) 

Three fragments (747.45, 910.51 and 1011.56 m/z) confirming the beta-catenin peptide 

NEGVATYAAAVLFR. 


