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Below is a description of the summary statistics for the 25 hydroxyvitamin D (250HD) genome-wide
association study published in Revez et al. (2020) Nature Communications.

The summary statistics were generated for individuals of European ancestry from the UK Biobank
(UKB) sample.

Revezetal2020_250HD.gz: Summary statistics generated with rank-based inverse normal
transformed (RINT) 250HD levels from 417,580 individuals of European ancestry. Covariates were
accounted for in the linear mixed model implemented in fastGWA?. Covariates were: age at
assessment, sex, assessment month, assessment centre, first 40 principal components (PCs),
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genotyping batch, supplement intake (variable with four levels, namely: “no information”, “never
taken”, “other supplements”, “250HD supplements”).
Columns are:
e CHR: chromosome (chromosome 23 and 25 are chromosome X and chromosome X pseudo-
autosomal region, respectively)
e SNP:SNPrsID
e POS: base pair position (hg19)
o Al: effectallele
o A2:otherallele
e N:samplesize
e AF1:frequency of Al
e BETA: effect size of Al
e SE:standard error BETA
P: P-value

Revezetal2020_250HD_BMicov.gz: Summary statistics generated as “Revezetal2020_250HD.gz”,
but with BMI included as a covariate as well. Columns are as described for
Revezetal2020_250HD.gz.

Revezetal2020_250HD_BMlIicond.gz: Summary statistics generated with mtCOJO?, a summary-data-
based conditional-analysis approach that was shown in simulations to be robust to collider bias
when conditioning on a correlated trait3. Specifically, 250HD SNP effects were conditioned on BMI
using the 250HD SNP association results (Revezetal2020_250HD.gz) and BMI summary statistics
generated with the UKB sample 3. Columns are as described for Revezetal2020_250HD.gz.

Revezetal2020_250HD_log: Summary statistics generated for meta-analysis with those made
available from the SUNLIGHT consortium®. The phenotype was processed as

Revezetal2020 250HD.gz but 250HD levels were natural-log transformed (instead of RINT), and
BMI, but not supplement intake, was included as a covariate. These summary statistics were
generated based on 416,247 individuals of European ancestry. Columns are as described for
Revezetal2020_250HD.gz.

Revezetal2020_250HD_SUNLIGHTmeta: Summary statistics obtained from a sample size-based
meta-analysis of the 250HD SNP association results (Revezetal2020 250HD log) and SUNLIGHT
summary statistics* imputed to 1000 Genome Project (1KGP). Of 8,546,067 SNPs available in the
UKB GWAS (Revezetal2020_250HD_log), 6,912,458 overlapped with the imputed summary statistics
from the SUNLIGHT cohort. After meta-analysis and QC, 6,912,294 SNPs remained and are reported.



Columns are SNP, SNP rs ID; Al, effect allele; A2, other allele; freq, frequency of Al; b, se and p,
effect size, standard error and P-value of Al; N, sample size.
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