Supplementary details about Module score calculation

We first analyzed correlations between inferred module score and target
cell score by identifying a set of genes for each cell type using the average
expression of genes for that cell type in neonatal kidney ScCRNA data.
Genes were considered specifically expressed if they exhibited an
expression value greater than 0.8 (Seurat normalized values) in the cell
type of interest and less than 0.2 in all other cell types. These gene sets
were then used to calculate a cell type module score, which was computed
by finding a set of top 200 background genes in the same expression bin
for each gene in the signature and subtracting the mean expression of this
background gene set from the mean expression of the cell type gene set in

our SnRNA data.



