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Supplemental Figure 6.

A - Feature plots visualizing previously known and newly identified FC marker gene expression in alphabetical order. Each dot
represents a cell and is color-coded according to gene expression levels, as indicated in the scale. B-D - Tables showing p-values
of gene class enrichment in FC cluster markers. Darker purple shading indicates lower p-values. B - Early stage and MBFCs, C -
ATFCs, D - PTFCs. E - A heatmap visualizing average expression levels of differentially expressed transcription factors in FCs.

Red indicates highest and blue lowest expression.



