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Figure S1: Heatmap of differentially expressed miRNAs of all of the conditions tested. Red and blue
indicate z-scores of > 2 or < -2, respectively, and white indicates a z-score of 0 (row-wise mean), p and ¢

<0.25. Performed in triplicate.
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Figure S2: Histological Sections. Representative samples for skin (A-B) & underlying calvarial
bone (C) at the middle of the calvaria in an uninfected mouse. TRAP staining for bone (bottom row,

200x) and H&E staining for the skin (Top row, 100x; middle row, 200x).
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Figure S3: Representative topological modules related to mmu-miR-155 target genes and identified

pathways associated to innate immune response. In red, genes identified as directly affected by mmu-

miR-155.
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Figure S4: Topological module related to mmu-miR-155 target genes and identified pathways

associated to innate immune response. In red, genes identified as directly affected by mmu-miR-155.



