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Overview

* Glycopeptide abundance distribution spectra (GADS)! were created for influenza A recombinant glycoproteins hemagglutinin and neuraminidase (H5N1) to evaluate glycan variation.
* Variation in glycan abundances and distribution was most pronounced between different vendors and least pronounced between biological replicates of the same protein and same vendor.
* Glycan distribution was skewed toward higher mass (sialylated complex) glycans for Sino Biological and toward lower mass glycans (oligomannose and hybrid) for US Biological and BioVision.
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Instrumental analysis: :
Conclusions

Digests were analyzed on a Thermo Scientific Fusion

E E Lumos mass spectrometer using an optimized stepped  Variation due to vendor differences resulted in the lowest levels of library match (as low as 502 *+ 218), whereas replicate, lot, and peptide variation resulted in high match scores (898 + 73, 867
g 18- ..ir HCD energy-ion trap fragmentation sequence. + 101, and 870 * 51 respectively).
|:I" F*ﬁ_ = .' * The most abundant glycans for BioVision and US Biological HA are G2H5, G5H3, and G4H3, whereas the most abundant glycans for Sino Biological are G2H5, G4H5FS, and G4H5F.

"L Software: * G@Glycans that were present in hemagglutinin but not neuraminidase include G6H7FS3, G5H6FS2, and G5H6FS3. No glycans were identified in neuraminidase that were not also in hemagglutinin.
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