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Glycosylation is one of the most ubiquitous and functionally important forms of m ' with disease progression for AAs and
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To detect glycoproteomic profiles associated with the occurrence of AA/CRC, A i 'v",' it il gt ,j|,' ...' N . (accuracy=0.89, sensitivity=0.89,
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sets respectively.
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Clustered heatmap of patients (color-coded along the x-axis by their REL edhs)

disease indication) for top 50 normalized abundance features that have Principal component analysis (PCA) plot to visualize few Sensitivity for all stages of CRC was

ANALYTICAL WORKFLOW an FDR<0.05. As indicated above, several potential biomarkers are important features that exhibit the intrinsic variation among 89.4% (91.2% for stage 1/2, 89.4% for
differentially expressed between CRC/AA patients and healthy controls different subgroups sta ge 3/ 4) and 87.5% for AAs.

Assessed 519 glycopeptide (GP) biomarkers derived from 70 serum proteins
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E E E ppc . D % e ineciie.. Samples were split into a training (47%) and a Repeated cross-validated Lasso regression yielded a
R = - hold-out test set (53%) multivariable classifier consisting of six glycopeptide/peptide FUTURE WORK
P g — N 399 differentially abundant glycopeptides/peptides biomarkers with non-zero coefficients
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| . , - blood glycoproteomic profiles of
abundant proteins show statistically
significant differences among
individuals with CRC/AA, and healthy

controls.
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