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Fig. S8. Single-cell transcriptomics revealed NRF2 as a potential therapeutic target for
stroke. a. Workflow diagram for the collection and processing of single-cell and spatial
transcriptomics data. b-c. The single-cell UMAP distribution plot shows the expression
of NRF2 in the Sham group (b) and MCAO group (c). d. The heatmap shows the

expression of certain genes across all cell types in the Sham group and MCAO group.



