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	Study Name
	Study Design
	Genotyped sample size
	Study exclusions or disease enrichment
	Exclusions
	Calcium Measurement + QC
	Ref

	Discovery cohorts
	
	
	
	
	
	

	Age Gene/Environment Susceptibility Reykjavik Study (AGES)
	Population based
	3664
	none
	Sample exclusion criteria included sample failure, genotype mismatch with reference panel, and sex mismatch, resulting in clean genotype data on 3,219 individuals.
	Serum calcium was measured using a colorimetric assay on a Hitachi 912 using a Roche Diagnostics assay .
	1

	ARIC
	Prospective, population-based(1)
	9713 of European ancestry
	none
	Of the 9713 genotyped individuals of European ancestry, we excluded 658 individuals based on discrepancies with previous genotypes, disagreement between reported and genotypic sex, one randomly selected member of a pair of first-degree relatives, or outlier based on measures of average DST or more than 8 SD away on any of the first 10 principal components.
	Total serum calcium was measured at ARIC visit 1 (1987-89) using a colorimetric method on a DACOS analyzer (http://www.cscc.unc.edu/aric/visit/Clinical_Chemistry_Determinations.1_10.pdf).
	2

	BLSA
	Prospective population based study
	1230
	none
	Non-European ancestry based on Eigenstrat (N=368), call rate <98.5 (N=5), sex misspecification (N=9), Missing calcium data (N=129)
	Serum calcium was measured using a colorimetric assay.
	3

	Cohorte Lausannoise (CoLaus) 
	Population-based cross-sectional study
	5435
	none
	Individuals with genotyping efficiency <90% were removed. Some "measured" SNPs with missing values for some individuals were imputed. As a result, the rSqHat < 1.
	For each CoLaus participant a venous blood sample was collected under fasting conditions. Total serum calcium was measured by O-cresolphtalein (2.1% –1.5% maximum inter and intra-batch CVs); albumin was measured by bromocresol green (2.5% – 0.4%).
	4

	CROATIA-Vis
	Family-based, cross-sectional study in an isolated population
	924
	none
	Exclusions: sample call rate<95%
	Serum calcium was measured using a colorimetric assay.
	5

	CROATIA-Korcula
	Family-based, cross-sectional study in an isolated population
	899
	none
	Exclusions: sample call rate<97%
	Serum calcium was measured using a colorimetric assay.
	6

	CROATIA-Split
	Population-based, cross-sectional study
	499
	none
	Exclusions: sample call rate<97%
	Serum calcium was measured using a colorimetric assay.
	7

	Framingham Heart Study (FHS)
	Prospective family-based
	9300
	none
	Of the 9,274 participants who underwent genotyping, we made the following exclusions: sample call rate <97% (n=666), genotype heterozygosity > 5 standard deviations, and ambiguous family data (n=127).  This resulted in a total of 8,481 genotyped individuals. 
	Serum calcium was measured using a colorimetric assay.
	 8-10

	HABC
	prospective cohort study
	1663
	none
	none
	Serum calcium was measured using a colorimetric assay.
	11

	InCHIANTI
	Prospective population based study
	1231
	none
	Ambiguous family data (N=4), call rate < 98.5% (N=12), sex misspecification (N=1), heterozygosity>0.3 (N=4), Missing calcium data (N=6)
	Serum calcium was measured using a colorimetric assay.
	12

	Lothian Birth Cohort 1936 (LBC1936)
	Population based birth cohort
	1005
	none
	Individuals with a disagreement between genetic and reported gender were removed (n = 12). Relatedness between subjects was investigated and, for any related pair of individuals, one was removed [PI_HAT (proportion of IBD) > 0.25, n = 8). Samples with a call rate ≤ 0.95 (n = 16), and those showing evidence of non-European descent by multidimensional scaling, were also removed (n = 1). 
	 Serum calcium was measured using a colorimetric assay.
	13,14

	London Life Sciences Population (LOLIPOP) study
	
	
	
	

	LOLIPOP EW A
	Population based prospective cohort study
	878
	none
	excluded samples of duplicates, contaminated samples, call rate <%95, and the same samples apeared in EW610
	Serum calcium was measured using standard approach
	15

	LOLIPOP EW P
	Population based prospective cohort study
	1005
	none
	excluded samples of duplicates, contaminated samples, call rate <%95, and the same samples apeared in EW610
	Serum calcium was measured using standard approach
	16

	LOLIPOP EW610
	Population based prospective cohort study
	945
	none
	excluded samples of duplicates, call rate <%95, relatedness, gender discrepancy, ethnic outliers, and imcomplete clinical data
	Serum calcium was measured using standard approach
	17,18

	Ogliastra Genetic Park - Talana Study
	Population-based study with pedigree information
	860
	none
	
	Calcium levels were determined with  an automated Targa BT-3000 Chemistry Analyser ( ml/dL)
	19-21

	ORCADES
	Family-based, cross-sectional study in an isolated population
	889
	none
	Exclusions: sample call rate<97%
	Serum calcium was measured using a colorimetric assay.
	22

	SHIP
	Prospective population-based study
	4081
	none
	Excluded arrays with CallRate < 92%, duplicate samples (by estimated IBD) and individuals with reported/genotyped gender mismatch
	Non-fasting blood samples were drawn from the cubital vein in the supine position between 7.00 a.m. and 7.00 p.m. The measurement of total calcium concentration was performed immediately after blood withdrawal. Samples were analysed on the Hitachi 911 by o-cresolphthalein complexone colorimetry (Boehringer Mannheim, Germany). The internal quality controls were analyzed daily. During the course of the study the inter as well as the intra-assay coefficient of variation was <5%. In addition, the laboratory takes part quarterly in the official national German external proficiency testing programs and fulfilled the requirements.
	23

	The Rotterdam Study (RS)
	Prospective population based study
	5974
	NA
	Any samples with a call rate below 97.5%, excess autosomal heterozygosity >0.336 (~FDR <0.1%), mismatch between called and phenotypic gender, or if there were outliers identified by the IBS clustering analysis (see below) with >3 standard deviations from population mean or IBS probabilities >97% were excluded from the analysis
	Serum calcium was measured at baseline visit in the Rotterdam Study with a colorimetric detection assay using the Hitachi 917 (Roche, Mannheim, Germany).
	24,25

	The Cardiovascular Health Study (CHS) 
	Prospective, population-based
	3,329 CHS Caucasian participants
	A total of 1908 persons were excluded from the GWAS study sample due to the presence at study baseline of coronary heart disease, congestive heart failure, peripheral vascular disease, valvular heart disease, stroke or transient ischemic attack or lack of available DNA. 
	The present report is based upon genotyping results from 3,329 CHS Caucasian participants, who were free of clinical cardiovascular disease at baseline, consented to genetic testing, and had DNA available for genotyping. Genotypes were called using the Illumina BeadStudio software. Genotyping was successful in 3,291 persons.  
	Serum calcium has been measured in unit mg/dL 
	26

	Replication cohorts
	
	
	
	
	
	

	Bus Santé study
	Cross-sectional population-based study
	5622
	none
	Of the 5,622 participants who underwent genotyping, genotyping was unsuccessfull for 2.7% (N=151). This resulted in a total of 5,471 genotyped individuals. Analyses were restriced to Caucasians. Caucasian was defined as self-reported citizenship corresponding to South/North America, Europe, and Australia regions
	Serum calcium was measured using a colorimetric assay using Arsenazo-III reactive
(Architect CI4100®, Abbott).  Coefficient of variation (CV) = 5.4%
	27-29

	INGI-Carlantino-Project
	Isolated population
	679
	none
	we made the following exclusions: sample call rate <97% 
	Serum calcium was measured using a colorimetric assay.
	

	INGI-FVG-Project
	Isolated population
	1471
	none
	we made the following exclusions: sample call rate <97% 
	Serum calcium was measured using a colorimetric assay.
	

	INGI-CILENTO
	Cross-sectional population based 
	1147
	none
	none
	Serum calcium was measured using a colorimetric assay.
	30-41

	KORA F3 Study (Cooperative Health Research in the Region of Augsburg) 
	Population-based

	1643
	none
	3, because of no available information on serum calcium. This resulted in a total of 1640 individuals
	Serum calcium was measured using a colorimetric assay.
	42,43

	KORA F4 Study 
	Population-based
	1814
	none
	5, because of no available 
information on serum calcium. This resulted in a total of 1809 individuals
	Serum calcium was measured using a colorimetric assay.
	42,43

	LURIC Study
	Case-control
	3032
	
	sample call rate <95%, gender ambiguity, relatedness.  This resulted in a total of 2927 genotyped individuals. 
	o-Kresolphthalein-complexon, CA/Hitachi 717, Roche, Germany
	44

	PIVUS
	Prospective cohort
	958
	none
	Sample call rate <95%, genotype heterozygosity > +-3 standard deviations, gender discordance, and duplicates. 
	Reference method at Uppsala University Hospital
	45

	SHIP-Trend
	Prospective population-based study
	986
	none
	Excluded arrays with CallRate < 94%, duplicate samples (by estimated IBD) and individuals with reported/genotyped gender mismatch
	Blood samples in SHIP-Trend were taken, while subjects were on random salt diet and under regular medication, from fasting subjects in supine position.
Serum calcium has been measured by photometric rocedure of bichromatic endpoint measurement on an Dimension Vista system (Dade Behring, Eschborn, Germany). The analytical measurement range was: 1.25-3.75 mmol/L. During the course of the study the inter-assay coefficient of variation was < 5%.
	23

	TwinsUK
	Twin Study
	3965
	none
	Of the 5,654 participants who underwent genotyping, we made the following exclusions: >3 standard deviations and missing informations.  This resulted in a total of 3965 genotyped individuals. 
	Assays for serum calcium was performed using standard laboratory procedures. The test was performed on a 950 Vitros analyser (Ortho-Clinical Diagnostics; Johnson and Johnson, Rochester, NY, U.S.A.).
	46,47

	The BRItish Genetics of HyperTension (BRIGHT) study
	Hypertensive cases from the BRIGHT study resource.
	2000
	BMI>35
diabetes, secondary hypertension or a co-existing illness. 
	Of 2000 cases typed, we excluded individuals if they had >3% missing data or evidence of non-European ancestry under eigenstrat analysis, n=277. 
	Serum calcium measures were performed on non-fasting samples by the Clinical Biochemistry Unit at the University of Glasgow
	48

	Other studies
	
	
	
	
	
	

	Biobank Japan
	DNA bank for multiple diseases
	4944
	none
	sample call rate <0.99,          >2 standard deviations, 
	Serum calcium was measured with Arsenazo III method.
	49-51

	LOLIPOP IA P
	Population based prospective cohort study
	1006
	none
	excluded samples of duplicates, contaminated samples, call rate <%95, and the same samples apeared in IA610
	Serum calcium was measured using standard approach
	16

	LOLIPOP IA317
	Population based prospective cohort study
	2694
	none
	excluded samples of duplicates, call rate <%97, relatedness, gender discrepancy,  ethnic outliers, and imcomplete clinical data, and the same samples apeared in IA610
	Serum calcium was measured using standard approach
	52

	LOLIPOP IA610
	Population based prospective cohort study
	7032
	CHD case-control study
	excluded samples of duplicates, call rate <%95, relatedness, gender discrepancy, ethnic outliers, and imcomplete clinical data
	Serum calcium was measured using standard approach
	53,54
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