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N-glycoproteins have a major role in MGL binding to colorectal cancer cell lines: associations with overall proteome diversity
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[bookmark: _Hlk43916894]Supplemental figure 1: MGL staining of MGL-binding proteins from HCT116, HT29 and LS174T following N-glycan release.  MGL lectin blot of MGL pull-downs, performed without (-) or with PNGase F treatment (A, B). The N-glycans were released either After (A) or Before (B) performing MGL pull-downs. The lectin blots represents two out of three biological replicates (The first replicate is shown in figure 1). Red arrows indicate major stained bands. M.W.: Molecular weight.
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[bookmark: _Hlk43916910]Supplemental figure 2: c-Met levels and activation in HCT116, HT29 and LS174T. A) Western blot analysis of c-Met protein levels in the three CRC cell lines. B) Western blot analysis of c-Met activation (Tyrosine 1234/1235 phosphorylation, p-Met) in the three CRC cell lines under baseline culture conditions. M.W.: Molecular weight.
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[bookmark: _Hlk43916929]Supplemental figure 3: Volcano plots of binary comparisons of protein abundances in the three CRC cell lines (HCT116, HT29 and LS174T) based on quantitative proteomics analysis.  Proteins at higher abundance (log2 ratio>1, p<0.05) are shown in red, the ones at lower abundance (log2 ratio<-1, p<0.05) in green.











[bookmark: _Hlk43916950][image: ]Supplemental figure 4: Proteins observed at different levels in the high MGL binding cell lines (HT29 and HCT116) compared to the low MGL-binding cell line. Functional protein association networks of proteins higher (A) and lower (B) in the high MGL binding cell lines analysed by STRING (version 11.0). The cluster of mucins and CDX-2 is highlighted by the red ellipse.The empty nodes represent proteins of unknown 3D structure, while filled nodes have a known or predicted 3D structure. Edges represent protein-protein interactions either as known (light blue = from database, purple = experimental) or predicted (green = gene neighborhood, red = gene fusion, blue = gene co-occurrence). Other associations are either derived from text mining (yellow), co-expression (black) or protein homology (grey).
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