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Throughout the study, we collected omics data from thousands of complex
disease and control samples, and obtained the following results by a multi-omics analysis. (1)
Genome wide association study of 857 cases of IgG4-related diseases revealed significant
associations in HLA-DRB1 and the FCGR2B loci. (2) Genome-wide quantitative trait locus analysis of
plasma free amino acids (PFAA) identified eight loci associated with PFAA levels. (3) Three
mutations in ALPL gene are significantly associated with serum ALP activity, which is involved in

the severity of hypophosphatemia.
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