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- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Reporting for specific materials, systems and methods

The authors confirm that the data supporting the findings of this study are available within the article and/or its supplementary materials.

Data availability

The authors declare that the data supporting the findings of this study are available within the paper and its supplementary information files. The ion mobility-mass
spectrometric source data that support the findings of this study are available in MassIVE (https://massive.ucsd.edu/ProteoSAFe/private-dataset.jsp?
task=7053cb673b85441ba1e45e9e2d78645e) with the dataset identifier MSV000090864 [doi:10.25345/C57S7HX6G]. Glycan microarray source data are provided
with this paper. The Excel Macro for batch processing of the glycan microarray data is availbale on the GitHub platform [https://github.com/enthalpyliu/
carbohydrate-microarray-processing]. The sequence of HA ectodomain of equine H3 (A/Equine/Miami/1/1963 H3N8) is available at GenBank, accession no.
AAA43105.1 (https://www.ncbi.nlm.nih.gov/search/all/?term=AAA43105.1).
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No statistical methods were used to determine sample size since the study focused on method development using samples to demonstrate
the applicability of the method. The selected number of experiments was chosen to reliably acquire results. Therefore, biologicals and six
tissue samples were analyzed in one-fold with LC-IM-MS. LC-IM-MS experiments with synthetic standards were performed at technical
triplicate and microarray experiments were performed at technical sextuplicate.

Microarray experiments were performed at technical sextuplicate. As predetermined, the highest ans lowest replicates were removed to
reduce the deviation of qualitative fluorescent data, and the mean and standard deviation were calculated (n=4).

Experiments with synthetic standards were performed at technical triplicate, proteins and tissue samples were analyzed in onefold and
microarray experiments were performed at technical sextuplicate. All attempts at replication were succesfull.

Samples were not randomized since the comparative analysis of the selected samples was not the goal of this study.

Blindig was not applied since the comparative analysis of the selected samples was not the goal of this study.




