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Fig. S1: Protein purification steps prior to peptide mass fingerprinting. Denatured 

serum was loaded onto chromatographic columns and eluted with pH step gradients. 

Fractions containing markers of interest were loaded onto a YM30 column, the retained 

fractions were eluted with acetonitrile, and dried down by speed vacuum. For the 7786 

Da peak, the sample was reduced with DTT, and alkylated with iodoacetamide, prior to 

1D SDS polyacrylamide gel electrophoresis. Gel bands were cut from the mass range of 

interest, extracted with 50% formic acid, 25% acetonitrile, 15% isopropanol and 10% 

water, and eventually digested with trypsin. 

 

 

 

 




