
Supplementary Figure.1　Detailed UMAP of cell states
Detailed UMAP of cell states (cell types) in the injured spinal cord snRNA-seq (n = 94292) datasets. Astro: Astrocytes, Oligo: Oligodendrocytes, Microglia, OPC: Oligodendrocyte precursor cells, ABC: Arachnoid barrier cells, Endo: Endothelial cells, Ependymal: Ependymal cells, VLMC: Vascular leptomeningeal cells, Lymphoid: Lymphoid cells, Peri: Pericytes, SPVC: Spinal nucleus of the trigeminal, caudal part, SPVI: Spinal nucleus of the trigeminal, interpolar part, PARN: Parvicellular reticular nucleus, MDRN: Medullary reticular nucleus, PGRN: Paragigantocellular reticular nucleus.

Supplementary Figure.2 Ranking of Col3a1 and Adgrg1 expression
Dot plot showing the top 10 cell clusters ranked by expression levels of Col3a1 and Adgrg1. Color intensity represents the mean gene expression level; dot size reflects the fraction of cells expressing each gene.

Supplementary Figure.3 Footprint gait analysis of stride length and width after DHM treatment
Quantitative analysis of stride length and stride width in the control group and DHM inj group (n = 6). *P < 0.05, **P < 0.01, unpaired t-test. Data represent the mean ± s.e.m.

Supplementary Figure.4 Validation of astrocyte-specific Adgrg1 knockdown by AAV-Gfap-shAdgrg1
Adgrg1 expression between naïve astrocytes and astrocytes infected with AAV-Gfap-shAdgrg1-Egfp (n = 5). *P < 0.05, unpaired t-test. Data represent the mean ± s.e.m.

Supplementary Figure.5 Maximum astrocyte process length 
Quantitative analysis of maximum astrocyte process length cultured on poly-L-lysine, type III collagen, or type III collagen with DHM (n = 6). **P < 0.005, one-way ANOVA. Data represent the mean ± s.e.m. 

Supplementary Figure.6 Astrocyte migration speed
Quantitative analysis of astrocyte migration speed on poly-L-lysine, type III collagen, or type III collagen with DHM. Each dot represents an individual measurement (36 measurements per well; 216 measurements per group from n = 6 wells). **P < 0.005, one-way ANOVA performed on per-well mean values. Data represent the mean ± s.e.m.

Supplementary Table 1. Primers used for quantitative RT-PCR
Primer sequences used for RT-qPCR. List of the forward and reverse primer sequences (5′→3′) for all genes analysed by RT-qPCR in this study. GAPDH was used as the reference gene for normalisation.
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