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Figure 1. Representative results of GWAS based on genotype mismatch
-log,,P values are plotted in genetic order. Results are presented for association tests for genotype
mismatch under no HLA restriction (a), and under the restriction to HLA DQBI1*0601 (b) and HLA

B*4403 (c).
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Figure 2. QQ-plots of the statistics

QQ-plots of the analysis for genotype mismatch under no restriction on HLA (a), and
restriction to HLA DQB1*0601 (b) and HLA B*4403 (c), where observed test statistics
values are plotted against expected value from 1.000 random permutations (red). 95%
confidential intervals are also provided by shadows. Only the plots for top 20,0000 results are
presented. The QQ-plots excluding the SNPs that belong to the positive peak are also
depicted in blue.
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