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Figure S1. (A) Heatmaps corresponding to the expression of 252 genes evaluated using gPCR array
(n = 3, biological replicates), which showcase the differential expression between LNM and PM cell
lines (first lane); BM and PM cell lines (second lane); BM and LNM cell lines (third lane). Red
stands for up-regulation, green represents down-regulation, black reveals no significant differences
between evaluated genes, while grey means that the expression of the genes was insignificant in our
experimental and statistical analysis. The array layout corresponding to each qPCR plate is presented
on the right side; (B) Heatmaps corresponding to the expression of 84 miRNAs evaluated using qPCR
array (n =3, biological replicates), which showcase the differential expression between: LNM and PM
cells (first heatmap), BM and PM cell lines (second heatmap), BM and LNM cell lines (third heatmap).
The corresponding array layout is presented on the left side.



