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[bookmark: _GoBack]Fig. S1 Results of bioinformatics analysis. (A) KEGG pathway analysis revealed that the target mRNAs of the differentially expressed miRNAs (DESs) in MC3T3 cells treated with or without 1.8 mM FAC. The top 20 enriched pathways with P < 0.05 were selected and are presented. The rich factor is the ratio of the DESs target gene numbers annotated in this pathway term to the total gene numbers annotated in this pathway term. The Q-value is the corrected P value, and ranges from 0-1. (B) Target mRNAs of miR-3074-5p were predicted with the miRanda and TargetScan databases.

image1.tiff
Valine, leucine and isoleucine degradation -

Thyroid hormone signaling pathway -

TGF-beta signaling pathway -

Signaling pathways regulating pluripotency of stem cells
Ribosome biogenesis in eukaryotes -

Regulation of actin cytoskeleton -

Protein processing in endoplasmic reticulum -

Protein digestion and absorption -

Platelet activation

Phosphatidylinositol signaling system -

Pathway

mTOR signaling pathway -

Insulin resistance -

Inositol phosphate metabolism -
Hippo signaling pathway -
Glycerophospholipid metabolism

FoxO signaling pathway -

Focal adhesion -

ECM-receptor interaction -

Breast cancer -

Axon guidance -

0.625

0.650

0.6
RichFact

375
or

0.700

Qvalue
0.04

0.03
0.02
0.01

Gene_number
e 100
e 150

@ 250
@ 300

TagetScan

miRanda





