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The full summary statistics from the GWAS of 35 transferrin glycan traits and 24 IgG glycan traits generated in this study have been deposited in the DataShare
repository [https://datashare.ed.ac.uk/handle/10283/4088]. There is neither Research Ethics Committee approval, nor consent from individual participants, to
permit open release of the individual level research data underlying this study. The datasets analysed during the current study are therefore not publicly available.
Instead, the research data and/or DNA samples are available from accessQTL@ed.ac.uk on reasonable request, following approval by the QTL Data Access
Committee and in line with the consent given by participants. Each approved project is subject to a data or materials transfer agreement (D/MTA) or commercial
contract. The UK Biobank genotypic data used in this study were approved under application 19655 and are available to qualified researches via the UK Biobank
data access process [http://www.ukbiobank.ac.uk/register-apply/]. The position-specific scoring matrices (PSSMs) for HNF1A and FOXI1 genes used in this study are
available in the JASPAR66 database under the accession code MA0046.2 [http://jaspar.genereg.net/api/v1/matrix/MA0046.2/?format=transfac] and MA0042.1
[http://jaspar.genereg.net/api/v1/matrix/MA0042.1/?format=transfac], respectively. The summary statistics for gene expression levels in tissues/cell types used in
this study are available in the Blood eQTL study [http://cnsgenomics.com/software/smr/#eQTLsummarydata], in the CEDAR project [http://cedar-
web.giga.ulg.ac.be/], in the GTEx project version 7 [https://gtexportal.org] and in the eQTLGen consortium [https://www.eqtlgen.org/]. The summary statistics for
complex traits are available in various publicly available resources, as detailed in Supplementary Table 18.

No power calculation was undertaken. In genome-wide omics studies the larger the sample size, the greater the power and the greater the
ability to detect genetic association with omic traits due to low frequency alleles. We therefore simply sought to maximise the available
sample size. The total sample size of the transferrin glycosylation meta-analysis was 1907 (CROATIA-Korcula N = 948, Viking N = 959). The total
sample size of the IgG glycosylation meta-analysis was 2037 (CROATIA-Korcula N = 951, Viking N = 1086).

Quality control steps to remove SNPs prior to meta-analysis are described in the Methods. SNPs with MAC < 6 and/or displaying significant
inter-cohort difference in allele frequency (allele frequency > +/- 0.3) were excluded.

We validated results obtained in the CROATIA-Korcula transferrin N-glycome GWAS by performing the same analysis in the independent
VIKING cohort. We validated SMR-HEIDI significant findings using bi-directional Mendelian Randomisation followed by colocalisation, and,
when available, an independent cohort, as detailed by Supplementary Table 18.

The present study does not describe a randomization control trial, thus allocation and randomization were not relevant. Subjects analysed in
this study were volunteers from the general population.

The present study does not describe a blind RCT, thus it was not necessary to blind researchers. Subjects analysed in this study were
volunteers from the general population. Allocation, treatment and randomization are not relevant to this study.




