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In this study, we planned to discover new therapeutic targets and factors
that determine the severity and response to treatment for IgA nephropathy by comprehensively
analyzing gene expression profile of peripheral blood mononuclear cells of IgA nephropathy patients
using single-cell RNA sequencing. Firstly, we obtained the gene expression matrices by 10X Chromium
system and the next-generation sequencer, then analyzed the data mainly using statistical software
R. We could identify over 20 cell types including not only major cell types i.e. B cells, T cells,
monocytes, dendritic cells, but also rare cell types i.e. hematopoietic stem cells. We are
collecting more cases to create the comprehensive cell atlas.
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