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Supplementary Figure S5: Comparison with publicly available datasets.
A) Cells from a healthy scRNA-seq data set, including cells from the liver, spleen, and bone marrow
were projected onto the same dimensionality-reduced space using UMAP. The cluster labelled as
ABCs in this publicly available dataset matches up with our DN2 population.
B) Expression of ITGAX (CD11c) and CD27 in both datasets.
C) Cells from a previously published scRNA-seq dataset from B cells in the synovial tissue of RA
patients were projected onto the same dimensionality-reduced space using UMAP. Cluster 5 in this
publicly available dataset matches up with our DN2 population and is where the concentration of

ITGAX expression is found.

D) Expression of ITGAX (CD11c) and CD27 in both datasets.



