












 
Figure S5. t-SNE plots coloured by the normalized expression of the gene indicated. Rows of the panels: the data classified, as 
indicated; columns: gene whose expression is shown. In the Pancreas1 publication the RGS5 gene was used as a marker for 
quiescent stellate cells whereas PDGFRA was used as a marker for activated stellate cells. The Pancreas2 dataset only has 
expression of PDGFRA, not of RGS5.  
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Figure S6. The heatmap shown in main Figure 4D, but with all genes labeled. 
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Figure S7. CHETAH identifies opposing gradients of duct and acinar cell marker genes in the Pancreas1 dataset (Baron et al., 
2016; reference 10 in main text). (A) t-SNE plot of the Pancreas1 dataset as classified by CHETAH, with colours representing the 
inferred cell types. The arrowpoint indicates a population that was labeled as duct cells in the publication, but is classified to a 
mixture of acinar cells and intermediate type 6 by CHETAH. (B) The classification tree used for A, based on the Pancreas2 dataset. 
The arrow indicates the acinar/ductal intermediate node (Node 5) for which the profile score of duct cells is shown in C. (C) As B, 
but with cells coloured by the profile score for ductal cell in Node 5. The cells in the cluster of interest show a gradient of the profile 
score. (D) Heatmap showing the normalized expression of genes used by CHETAH to calculate this profile score. Only the genes 
that correlate, or anti-correlate more than 0.5 with this profile score in these populations are shown. Rows are genes, columns are 
cells. The columns are sorted by the duct cell profile score which is shown above the heatmap. For the heatmap with all genes 
annotated see Figure S6. Note: both CHETAH and scmap have difficulty classifying the alpha cells of one of the donors (as 
identified in the original publication, here indicated by ‘𝛂’) as they have an unusually low expression of the relevant markers. 
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