Supplementary Figure S2. The correlation matrix with all the tested miRNAs

Pearson's r

hsa-miR-301a-3p
hsa-miR-142-3p
hsa-miR-338-3p
hsa-miR-130b-3p
hsa-miR-107
hsa-miR-21-5p
hsa-miR-223-3p
hsa-miR-126-3p
hsa-miR-98-5p
hsa-miR-221-3p
hsa-miR-146a-5p
hsa-let-7f-5p
hsa-let-7d-5p
hsa-miR-28-5p
hsa-let-7g-5p

hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-miR- hsa-let- hsa-let- hsa-miR- hsa-let-
301a-3p 142-3p 338-3p 130b-3p 107 21-5p 223-3p 126-3p 98-5p 221-3p 146a-5p 7f-5p 7d-5p 28-5p 79-5p
0,475 0,402 0,484 0,545 0,451 0,512 0,442 0,169 0,379 0,430 0,186 0,281 0,119 0,364

0,475 0,668 0,728 0,808 0,793 0,854 0,676 0,164 0,450 0,567 0,072 0,068 0,091 0,425 MIRNAs with
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0,545 0,808 0,570 0,704 0,639 0,806 0,677 0,311 0,582 0,664 0,229 0,391 0,268 0,500
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The matrix presents the values of Pearson’s r correlation coefficients for all pairs of expressions of the tested miRNAs. The matrix cells are colored according to the Pearson’s r values. The
most top-left set of four miRNAs depicts these with extreme expression fold-change (higher than 4 — corresponding to red-colored miRNAs in Figure 4). The next top-left set of four miRNAs
depicts these with intermediate expression fold-change (1.8-4 — corresponding to yellow-colored miRNAs in Figure 4). The rest of miRNAs presented in the bottom and right part of the matrix
depicts these with expression fold-change lower than 1.8 (corresponding to green-colored miRNAs in Figure 4). The Pearson’s r matrix informs that miRNAs that substantially differentiate
ACS patients from healthy controls are generally more correlated with each other than miRNAs not differing between ACS patients and controls. This corresponds to the exploratory factor
analysis presented in Figure 4.




