[bookmark: article1.body1.sec5.supplementary-materi]Figure S1. qqplots of EUR, EAS analyses, and multi-ancestry meta-analysis.  Red dashed lines indicate 95% CI of expected χ2 values, while magenta and blue points are the observed χ2 values of the entire dataset and the dataset excluding the MHC region, respectively.  Note that the y-axis is truncated at -log10P = 30.  (A) qqplot of EUR meta-analysis. (B) qqplot of EAS meta-analysis. (C) qqplot of multi-ancestry meta-analysis.
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Figure S 1 .  qqplot s   of  EUR, EAS   analyses,   and   multi - ancestry meta - analys i s .   Red  dashed lines indicate 95% CI of expected χ 2   values, while magenta and blue points are  the observed χ 2   values of the entire dataset and the dataset excluding the MHC region,  respectively.    Note that the y - axis is truncated  at  - log 10 P = 30.     (A)   qqplot of EUR  meta - analysis.  (B)   qqplot of EAS meta - analysis.  (C)   qqplot   of multi - ancestry meta - analysis .  

