SUPPLEMENTARY TABLES AND FIGURES



Supplementary Table 1. All SNPs with p < 5 x 10°° in the meta-analysis, sorted by chromosome and position. The most significant SNP at each
locus is highlighted in yellow.
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Supplementary Table 2. Demographic characteristics of study participants for the Australian (QIMR) and UK (ALSPAC) studies.

Study QIMR ALSPAC
Date of recruitment 1993-96 2001-05
Source of recruitment Adult twin-pairs resident  Adult twins, their first-degree Population of Bristol and Avon
in Australia relatives and spouses, resident in ~ county
Australia
N with phenotype and genotype data 1570 1104
Sex (percent Female) 66% 50% 100% (all pregnant at time of

blood collection, median

gestational age 11 weeks)

Age (mean £ SD) 46.0 +11.8 49.0+13.0 28.4+48
Smoking status (percent current smokers) 20% 27% 32%

Additional information about these studies and characteristics of participants is given in:

1.

2.

Whitfield, J.B., Dy, V., McQuilty, R., Zhu, G., Montgomery, G.W., Ferreira, M.A., Duffy, D.L., Neale, M.C., Heijmans, B.T., Heath, A.C. et al. (2007) Evidence of
genetic effects on blood lead concentration. Environ Health Perspect, 115, 1224-1230.

Heath, A.C., Whitfield, J.B., Martin, N.G., Pergadia, M.L., Goate, A.M., Lind, P.A., McEvoy, B.P., Schrage, A.J., Grant, J.D., Chou, Y.L. et al. (2011) A quantitative-
trait genome-wide association study of alcoholism risk in the community: findings and implications. Biol Psychiatry, 70, 513-518.

Fraser, A., Macdonald-Wallis, C., Tilling, K., Boyd, A., Golding, J., Davey Smith, G., Henderson, J., Macleod, J., Molloy, L., Ness, A. et al. (2012) Cohort Profile: The
Avon Longitudinal Study of Parents and Children: ALSPAC mothers cohort. Int J Epidemiol. 42, 97-110.

Taylor, C.M., Golding, J., Hibbeln, J. and Emond, A.M. (2013) Environmental factors predicting blood lead levels in pregnant women in the UK: the ALSPAC study.
PLoS One, 8, e72371.



Supplementary Figure 1.Regional plots for the chromosome 9 (ALAD) locus, showing
1000G-imputed results for ALSPAC and QIMR separately.
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Supplementary Figure 2. Regional plots for the suggestive loci from meta-analysis of 1000G-imputed results from ALSPAC and QIMR. For
details of the most significant SNP at each locus, see Table 1.
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Chr 3 = rs79019069
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Supplementary Figure 3. Conditional analysis. Chromosome 9 BSPRY-ALAD region, results adjusted for effect of rs1805313; meta-analysis of
ALSPAC and QIMR data.

10 — | 2 - 100
0.8

i - 0.6 _ 80
f 0.4 o
rs10121150 02 8
7 M~ - 3
T . p=5.06x 10 ® rs8177812 L_TIE
= ® | p-=227x10° G
& g
2 4 @
T o
s
=
=

D —
:—WDR:?? BSFRY— < ALAD «—P_OLE.?
<« HDHD3 CYorf43—>
I - I T T T
116.12 116.14 116.16 116.18 116.2

Position on chr9 (Mb)



