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Figure S1. Number of genes and UMIs per cell of each sample. A,B Violin plot displaying the distribution 
of the UMIs per cell and the number of genes per cell in the 3 fibrous dysplasia scRNA-seq samples. The 
medium point within the boxplots found within each violin plot indicates the median. The lower and upper 
hinges correspond to the first and third quartiles. The upper whisker extends from the hinge to the largest 
value no further from the 1.5 × interquartile range (IQR) from the hinge and the lower whiskers extends 
from the hinger to the smallest value at most 1.5 × from the IQR from the hinge. Outliers are indicated by 
dots. 
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Figure S2. Normalized expression of the mesenchymal stromal and proliferating canonical cell type 
markers.  
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Figure S3. Normalized expression of osteogenic canonical cell type markers. 


