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Supplementary Figure 6: Signatures expression in different cell subtypes. a, UMAP representa-
tion of CD8+ T cell clusters. b, Bar plots show mean gene-expression scores by cluster for MMF
non-response signature, IFN-I and IFITM-related genes. ¢, Top 10 most differentially expressed
genes between CD8+ T cell clusters. d, UMAP representation of Megakariocytes (Mgk) clusters. e,
Gene-expression scores by cells for AZA non-response signatures in Mgks. Bar plots show mean
scores by cluster. f, Bar plots show mean gene-expression scores by cluster for IFN-I and IFITM-re-
lated genes. g, Top 10 most differentially expressed genes between Mgk clusters. h, i, j, k, Gene-ex-
pression scores of up-expressed genes in responders to HC and SOC in CD14+ monocytes (h, 1) and
pDCs (], k).



