A path from discovery to a targeted proteomics approach for the verification and validation of tissue derived biomarkers in coronary artery diseases
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Introduction Results

Over the past decades, there has been significant improvements on mass spectrometry (MS) - based technology, such that proteomics is Targeted proteomics method development and verification Targeted proteomics large scale measurement
now a significant tool for biomarker research including discovery, analytical validation, and clinical validation. Discovery proteomics results
In a tremendous amount of information which is valuable not only in the discovery of biomarkers but also in characterizing the chemical 1. Selection of potential tissue-derived biomarkers for CAD 1. Qualitity control for large scale measurement of plasma samples

properties of those biomarkers. In this study, we describe in detail the path from collecting and utilizing the comprehensive information
from various sources of discovery proteomics analysis to the creation of the targeted proteomics assays for the verification and validation
of biomarkers in application on coronary artery disease (CAD). CAD is the most common type among the heart diseases and is one of the
leading causes of death in current times. One major challenge with current therapeutic approaches for CAD is the lack of an early
diagnostic tool, which can dramatically impact treatment outcomes.
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° Fofr the large scale measurement, a 5-levels QC system was developed including system suitability control, repeated samples measurement, protein digestion control, peptide detection control and
defined ratio analysis.



