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QQplots of P values obtained i;1 a meta-analysis (allelic regression model) comparing HI__A alleles in a) cases and controls .|./_
and in b) IgE level as continuous variable. Analysis was corrected with local ancestry. HLA alleles with a frequency > 2% -/-
are represented. Imputed HLA with a post-probability < 0.5 were excluded from the analysis. c) Box plot comparing total +/+
IgE level between Asthmatics with 1 or 2 HLA-DRB1*09:01 allele (+/- and +/+) and Asthmatics without HLA-DRB1*09:01 N=776 N=40
allele (-/-). IgE level is expressed in Z score. The N representing the number of individuals in each group is depicted on
the graph. The P value of the meta-analysis from the dominant regression model is depicted on the graph.
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