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There is an unmet need for risk stratification biomarkers for precancerous oral leukoplakia patients. While host biomarkers are available for detection,
there is a clear need to expand the biomarker panel to improve predictive performance. We have used the latest methods for enrichment of low-
abundance proteins from non-invasively collected samples, sensitive mass spectrometry (MS) methods, and advanced bioinformatic analysis to delve
deeper into host, variant and microbial proteome from precancerous patients.
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