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Supplementary data 1. Number of cells per major cell population in the dentate gyrus, based on clustering of the single cell data.

Supplementary data 2. Number of cells per cell subpopulation in the dentate gyrus, based on clustering of the single cell data.

Supplementary data 3. Marker genes defining cell clusters identified in the 10X Genomics scRNA-seq dataset. SCT normalized data.

Supplementary data 4. Full set of GO and KEGG terms linked to cell subtype specific markers.

Supplementary data 5. Selected set of GO and KEGG terms linked to cell subtype specific markers.

Supplementary data 6. Average transition probabilities per cell predicted using RNA velocity analysis. 

Supplementary data 7. Differentially expressed genes per cell population in Control vs. TBI groups. Genes were identified using a MAST test on SCT normalized data.

Supplementary data 8. Full set of GO and KEGG terms linked to up or down-regulated genes after TBI. 
GO and KEGG terms included: log fold change > 0.2 and adjusted p value < 0.05.

Supplementary data 9. Selected set of GO and KEGG terms linked to up/down-regulated genes after TBI. GO and KEGG terms included: log fold change > 0.2 and adjusted p value < 0.05.

Supplementary data 10. Overview of targets in the Molecular Cartography spatial transcriptomics experiments.

Supplementary data 11. Cell segmentation QuPath parameters used to define cell boundaries in the Molecular Cartography experiments.

Supplementary data 12. Parameters used to run RNA velocity analysis per cell population. 

Supplementary data 13. Number of cells per cluster and experimental condition, binomial test results.

Supplementary data 14. Mean transition probability across cells clusters

Supplementary data 15. Source data for Figure 3 and Supplementary Figure 6
