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Dissecting the mechanism of autoimmune diseases using sQTL in immune cells

Kochi, Yuta
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Genome-wide association studies have identified more than 100 candidate loci
for autoimmune diseases. In this study, we identified a total of 159,369 isoforms by RNA-seq in 29
immune-cell subsets using long-read sequencing technology. Some of these were splicing QTLs (sQTLs)
whose expression levels were regulated by gene variants, and were causal mechanisms for rheumatoid
arthritis and systemic lupus erythematosus.
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Protein-arginine deiminase (PAD) domain
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