Single-cell transcriptome landscape of circulating CD4™ T cell populations in
autoimmune diseases
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Points

® The authors identified 18 cell types and 12 gene programs from CD4+ T cells in peripheral
blood.

® They performed a meta-analysis using 1,809,668 CD4+ cells from 20 diseases and 953
people, and identified autoimmune disease-specific CD4+ T cell mutations.

® They revealed the accumulation of genetic factors in the CD4+ T cell gene program.
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