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Figure S2. Boxplots of genes overlapping with the leiomyoma disease ontology
shown in Fig 4E
Significant genes overlapping with leiomyoma Disease Ontology gene set and (A) F vs
M-specific, (B) shared F vs M and MF vs M, (C) shared with the 3 comparisons, (D) shared
F vs M and F vs MF, (E) F vs MF-specific, (F) MF vs M-specific. Gene expression is
represented as Log2(CPM +1).


