Supplementary material

Name and function of the 25 genes verified by qPCR whose expression is significantly different between M- and G-type cells. DDIT3, a dominant-negative inhibitor of c/EBP transcription factor; FOS, a major component of the AP-1 transcription factor complex; GADD45A, a nuclear protein involved in maintenance of genomic stability), biosynthesis of precursors (UPP1, uridine phosphorylase 1, required for the biosynthesis of nucleosides; PHDGH, 3-phosphoglycerate dehydrogenase, that catalyzes the rate-limiting step of serine biosynthesis; Nt5e, ecto-5-nucleotidase, a critical enzyme in cellular proliferation for the generation of adenosine), vascular development (LCN2, lipocalin-2, that regulates iron-responsive genes and the invasive phenotype; VEGFA, vascular endothelial growth factor A and NRP1, neuropilin-1, a receptor for VEGF, that plays relevant roles in angiogenesis, cell migration and invasion), oxidative phosphorylation (ATP5G1, ATP5G3 and ATP5J2, encoding subunits c, isoforms 1 and 3, and subunit f, isoform 2 of the F0-complex of the H+-ATPsynthase; ATPAF1, encoding the assembly factor of F1-complex of the H+-ATPsynthase; COX7b, encoding subunit VIIb of cytochome c oxidase; NDUFAF1, assembly factor 1 of the NADH-ubiquinone oxidoreductase 1 alpha-subcomplex), mitochondrial metabolism and apoptosis (AIFM1, apoptosis-inducing factor; BNIP3, a BH-3 only Bcl-2 interacting pro-apoptotic protein; ALAS-1, δ-aminolevulinate synthase-1, that catalyzes the rate-limiting step of heme biosynthesis; cyt5b, a component of the outer mitochondrial membrane NADH-cytb5 reductase; IDH3A, β-subunit of isocitrate dehydrogenase of the TCA cycle and PDHB, the β-subunit of pyruvate dehydrogenase E1), mitochondrial biogenesis (MERF, mitochondrial transcription terminator factor; TFAM, mitochondrial transcription factor; TIMM17, translocase of inner mitochondrial membrane 17 and TUFM, mitochondrial Tu translation elongation factor) (see Table I and Table S1).

Fig. S1. RT-PCR validation of additional genes of the microarray analysis. The histograms provide quantitative validation of the microarray analysis in M- (red bars) and G- (blue bars) cells for genes involved in the indicated processes. Relative expression levels were normalized using Normfinder algorithm criteria to the actin, ND6 and PGLS content determined by qRT-PCR. *, p <0.001 when compared to M cells.

