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Background 

Selected reaction monitoring mass spectrometry (SRM-MS) has been more frequently used to 

measure low abundance proteins/peptides in serum/plasma, owing to its high sensitivity and 

selectivity. However, the existence of high abundance proteins and the large dynamic range of 

serum proteins/peptides make SRM analysis challenging. Without sample preparation, limit of 

the sensitivity of the SRM is about microgram per milliliter1,2). More recently, low abundance 

proteins/peptides are measured by combination of immunoprecipitation and SRM analysis2). 

However, antibody with sufficient specificity for the target proteins/peptides is generally not 

available, and development of specific antibody requires a significant amount of time and effort. 

 
Materials and methods 
Venous blood samples were obtained from four healthy volunteers (HVs; two males and two 

females) who tested negative to human immunodeficiency virus (HIV), hepatitis B virus (HBV), 

hepatitis C virus (HCV) and syphilis. The LMW proteins/peptides enrichment from 

homogeneously pooled serum was performed as according to Kawashima et al1). Enrichment 

LMW proteins/peptides separated by SDS-PAGE was identified by in-gel tryptic digestion of 

the proteins followed by LC-MS (GeLC-MS). Database search and analysis was used Mascot 



and Scaffold. 

 
Results 

Analysis of 20µL of pooled serum by GeLC-MS was identified 456 proteins. 
Chemokine and interleukin were included in the identified 456 proteins. Identified 

peptide fragments in pooled serum were detected in three-fourth healthy volunteers. One 

of the identified chemokine was measured 52.5±10.9 ng/mL by ELISA. 

 
Conclusions 

Our developed the DS method has the potential to be useful as pretreatment for serum 

SRM analyses for biomarker validation. 
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