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FIGURE LEGENDS FOR SUPPORTING INFORMATION
 
Supplementary Figure 1 – S2
Zoom in on the 24+ charged state of the full native ESI-MS spectrum of the intact C8 sprayed from aqueous ammonium acetate (a). In (b) alike spectrum of C8 treated with PNGase F resulted on a removal of one N-glycan from the most abundant C8 proteoform. In (c) C8 was enzymatically desialylated which released four sialic acids from the most abundant C8 proteoform. The differences in mass between C8 proteoforms in the unprocessed and treated samples allows for the deduction of the PTM composition of these most abundant C8 proteoforms.

Supplementary Figure 2 – S3
XIC of the C-mannosylated peptide with amino acid sequence 425NTPIDGKWNCWSNWSSCSGR425 (a). MS/MS spectra clearly reveals that the peptide eluting in RT 32.24 attaches Man on W551 and W554 (b) while the peptide eluting in RT 32.60 attaches Man on W548 and W551 (c).
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