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(A)-(E). The hippocampus database prediction.   

(F). Scatter maps of marker genes enriched in each subpopulation in Figure 1(F). The 

scatterplot axis corresponds to the two-dimensional spatial coordinates generated by 

the t-SNE/UMAP algorithm, the color ranges from gray to red, and the expression level 

gradually increases.  

(G). The figure of Western Blotting uncut gel.  

(H). Bubble map of the KEGG functional enrichment analysis results of thalamus.  

(I). Bubble map of the KEGG functional enrichment analysis results of neocortex. 



 

 

 

 

 



 

 


