


 

Supplementary fig. 6 | Integrated cluster marker genes detected in both FFPE and Fresh Frozen               

data. ​Heatmap showing the averaged scaled expression of marker genes detected in each integrated              

cluster which are found in both tissue sections. Markers were extracted using a DE analysis test                

applied independently on the FFPE and Fresh Frozen (FF) datasets where the spots within each cluster                

were contrasted to all other spots. Each cluster is displayed in two columns; FFPE and FF. For                 

clusters with more than 10 shared marker genes, only 10 are shown. 
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Supplementary fig. 7 | Cell type subclass mapping with stereoscope. a​, Clusters defined in spatial               

gene expression data obtained from FFPE coronal tissue section ​b, UMAP visualization of the              

SMART-seq scRNA-seq data from the Allen Brain Atlas used for cell type mapping with ​stereoscope ​,               

with a total of 41 subclasses. ​c, d ​, ​e, A selected subset of cell type proportions co-localized with the                   
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hippocampal region (HIP), cerebral cortex (CTX) and fiber tracts. Color bars represent cell type              

proportions. ​c, Three distinct cell types co-localized with the HIP; CA1 ProS mapped to field 1 of the                  

pyramidal layer (CA1-sp); CA3 mapped to field 3 of the pyramidal layer (CA3-sp) and DG mapped to                 

the dentate gyrus (DG-sg). ​d, Six cell types mapped to layers of the CTX. ​e, ​Oligodendrocytes                

mapped to the fiber tracts. 
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Supplementary fig. 8 | Spatial factor activity maps of four carcinosarcoma tissue sections. ​The 

first column shows the H&E images linked to each spatial activity map. The remaining columns 

represent factor activity maps and consist of four rows, with one row for each tissue section. Adjacent 

sections are indicated by double headed arrows. The bar charts on top of each activity map shows the 

top 10 contributing genes for each factor. Factors 14 and 15 were driven mainly by ribosomal protein 

coding genes and were therefore omitted. 

 

Supplementary fig. 9 | Pathway analysis of factors in carcinosarcoma tissue. ​Top 5 most              

significant pathways per factor based on gene ontology (biological processes) and the cancer hallmark              

gene set collection from MsigDB. Terms from the hallmark gene set collection are highlighted with               
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bold text with the epithelial to mesenchymal transition (EMT) term highlighted with green boxes. The               

GeneRatio is defined as the number of genes shared between the top contributing genes per factor and                 

the term gene set divided by the total number of top contributing genes. 
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