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Figure 3 miRNAs validation. EXO-miRNAs were analysed in FH-CVE (N =42) and nFH-nCVE (N = 30) using a TagMan custom array. miRNAs levels are
shown as box plots for the FH-CVE and nFH-nCVE patients. P-values were calculated by the Mann—Whitney test.
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Figure 4 miRNAs redefining study in plasma. The miRNAs selected were analysed in the FH-CVE (N =42), nFH-nCVE (N = 30), and FH-nCVE (N = 47)
groups by the TagMan custom array. Data are shown as box plots. P-values were calculated by the Mann—Whitney test and corrected by the Bonferroni

test for multiple comparisons.
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Figure 7 In silico analysis and gene regulation by miR-133a. (A) In silico analysis (IPA platform) for miR-133a network including FOXL2, DNAJB6, and
CD130 (miR-133a target genes). Predicted gene expression is shown in orange (up-regulation) or blue colour (down-regulation) by MAP analysis. Green
colour refers to the effect of miR-133a on the target genes. Molecules are shown according their cell distribution: ES (extracellular space), M (membrane), C
(cytoplasm), N (nucleus). Direct molecular interactions are displayed as whole-line. Indirect interactions are given as dotted lines: E (expression). Gray line
refers to low predictive power by the in silico analysis. (B) Gene expression levels in MAC and (C) HMEC-1 transfected with agomiR-133a or agomiR-NC
(N=4). Box plots represent of expression levels in duplicates by real-time PCR. In bold, genes regulated by miR-133a in MAC and HMEC-1. MAC, human
monocyte-derived of macrophage; HMEC-1, human dermal microvascular endothelial cell line. P-value shows statistical significance.
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