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Number of protein groups in the (A) high-throughput (>3,000) and (C)
Max-ID (>3,800) method. Number of peptide groups in the (B) high- improving patient care by negatively impacting treatment
throughput (>20,000) and (D) Max-ID (>27,000) method decisions and outcomes. The results for both the high-throughput
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with excellent quantitation performance on Orbitrap Exploris
480 MS.
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