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Widespread utilization of proteomics analysis for biomarkers discovery in oncology
is impeded by prohibitive sample size requirements. In this work, we propose a
novel graph-based scoring function to rank and identify the most robust biomarkers
from limited proteomics data. The methodology is demonstrated for identifying
biomarkers for radiation pneumonitis in lung cancer patients. Our preliminary
results suggest that the proposed approach is promising for biomarker
identification in sample-limited clinical applications.



