Deep plasma proteome profiling to discover drug treatment related novel biomarkers in non-small cell lung cancer
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Introduction Clinical plasma proteomics platform Data consistency with medical features Neoadjuvant therapies activate immune response
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Immune checkpoint inhibitors (ICls) have revolutionized the treatment of An unbiased mass spectrometry-based plasma proteomics platform enable Inflammatory biomarker CRP elevated in line with the neutrophil counts in CXCL9 and CXCL10 were two representative chemokines released to
various cancers. A better understanding of ICl induced protein dynamics and | | large-scale proteomic measurement of blood proteins of clinical patient the respective patients, demonstrating the plasma proteome relative- peripheral blood upon neoadjuvant therapy, indicating immune cell migration,
response / resistance mechanisms may contribute to the optimization of cohort (Figure 2), revealing dynamics of immuno- and cancer-related quantitative measurement are correlated with the physiological functions differentiation, and activation. A more significant increase in chemokines
treatment strategies. proteins in circulation (Figure 3). (Figure 4a). The quantitative abundance of gender-specific proteins are was observed in the patient group receiving ICI treatment (Figure 5c).
_ _ " concordant with the gender of each patient (Figure 4b).
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