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Figure S1. Illustration of the Gaussian mixture model fitting process for nuclear ploidy assessment. 
(A) A diagram of the scale of simulated nuclei across three categories. (B-D) The distributions of 
spherical radius of simulated diploid, tetraploid, or octoploid nuclei. (E) A histogram of the 
distribution of cross-section area of simulated diploid, tetraploid, and octoploid nuclei. (F) The 
distribution of all cross-section areas by mixing the data from three categories. (G) The resulting 
means after fitting a Gaussian mixture model to the mixed simulated cross-section areas, labelled with 
dotted red lines. (H) The resulting means after fitting a Gaussian mixture model to hepatocyte nuclear 
areas detected on eight normal human liver H&E slides, labelled with dotted red lines. 
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Figure S2. Website for hepatic ploidy quantification on human H&E images. 
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Figure S3. Example results from our online hepatic ploidy quantification tool. (A) The result page 
displays the mask for nuclei output from the HD-Staining model and the ploidy analysis result for 
hepatocytes. (B) A downloadable CSV file provides detailed information for each hepatocyte, 
including cell location, cellular ploidy, nuclear ploidy, total ploidy, individual nuclear area, and 
estimated nuclear ploidy probability. 

 


