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Extended Data Figure 3 | Classification of PC into 4 classes.  
a, Unsupervised classification of PC RNAseq using NMF. Solutions are 
shown for k = 2 to k = 7 classes. A peak cophenetic correlation is observed 
for k = 4 classes. b, Silhouette information for k = 4 classes. c–e, Boxplots 
representing QPURE, stromal signature scores and immune signature 
scores stratified by class. Boxplots are annotated by a Kruskall–Wallis 

P value. For comparisons the following sample sizes were used: ADEX 
(n = 16); immunogenic (n = 25); squamous (n = 25); and pancreatic 
progenitor (n = 30). f, Heatmap showing differential gene expression 
between classes. Samples with positive silhouette widths were retained for 
‘sam’ analysis. g, Heatmap showing overlap of the 4 classes identified in the 
current study and Collisson et al. classification27.
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