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All GWAS results will be available through GWAS catalog at the time of publication.

All GWAS results have been made available through GWAS catalogue accession number GCP000266

Supplementary files 1-3 can be downloaded at: https://osf.io/e43x5/

Sample size for this study was up to 165,625 subjects for the discovery GWAS. Sample size was chosen based on the number of individuals in
UKBB who had completed the food-liking questionnaire. With >160k full responses this makes it the most powered study of the genetics of
food-liking to date.

Only subjects who completed the food liking questionnaire and were of European descent were included in the study.

Replication was sought in up to 26,154 collected in 11 different cohorts and was carried out for all those SNP trait associations which were
available in at least 10 thousand people. Although replication was broadly successful, this was not the always the case . Despite our attempts
to replicate many of the hundreds of food-liking associations, due to varying sample sizes, we were underpowered to be completely
successful.

Randomization was not applicable to the study as there was no data being analysed which would allow identification of any individuals in the
study.

Blinding is not necessary or applicable in GWAS analyses.




