S3 Fig. Regional, forest and box plots of novel loci associated with baseline Lp-PLA2 activity.
Regional, forest and box plots of mean difference (MD) of novel loci (with greater than 10
copies of variant alleles) associated with baseline lipoprotein-associated phospholipase A2
activity at genome-wide (a&b) and candidate gene (c) significance. The dashed line in the
region plots indicates the significance threshold.
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S3 Fig. b
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S3 Fig. ¢
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