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Saliva is a readily accessible body fluid whose composition is likely to alter in diseased states. This

project aims to identify salivary and sputum biomarkers for a range of diseases including gingivitis, 4. Biomarker SearChing Strategy el \

cystic fibrosis and asthma using label-free mass spectrometry.
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- Saliva spiked with 2 different concentrations of BSA - expected dif ferences observed in presence of saliva.
phOSphOp rOteome Wash o rem z ! * Significant changes observed between wake-up (WU) and after-toothbrushing (T) saliva.
Eindingprote | 4 * For peaks with sensitivity >1% 264 significant dif ferences between WU and T (whole) saliva observed.
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- Linking of quantitative LCMS and LCMSMS identification data still underway.
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