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Supplementary Figure S1: Full-length gel (8% polyacrylamide gel stained with silver nitrate) used for Figure 7 in the article (see Figure 7 from the article below).
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[bookmark: _GoBack]Figure 7. Simultaneous analysis of the fragments of the ITGA1, ITGA7 and ITGA9 genes promoters by MSRE-PCR. C-, negative MSRE-PCR control; 1–6, MSRE-PCR products obtained with breast cancer genomic DNA samples digested with HpaII, where “n” stands for the apparently normal morphologically intact tissue samples, and “t” stands for the matching tumor tissue samples; C+, MSRE-PCR products obtained with an undigested human genomic DNA as a template (positive sample control); M, DNA ladder pUC19/HpaII. Positions of the PCR products corresponding to the ITGA1, ITGA7 and ITGA9 promoter CpG islands under analysis, as well as a to a positive PCR control (a constitutively methylated region of the CUX1 gene), and to a DNA digestion control (a constitutively nonmethylated region of the SNRK gene) are specified on the left. Samples 1 and 6 demonstrate nonmethylated status at the CpG islands of all the three target genes in both tumor and adjacent tissues; sample 2 shows methylated ITGA1 and ITGA9 and nonnmethylated ITGA7 in tumor tissue; sample 3 demonstrates methylation of ITGA9 in tumor; sample 4 demonstrates methylation of ITGA1 and ITGA9 in tumor tissue; sample 5 shows methylation of all the three target genes in tumor sample. MSRE-PCR does not provide information on the methylation status of individual CpGs contained within the restriction enzyme recognition sequence in an assessed locus. Thus, positive MSRE-PCR signal was interpreted as hypermethylation of the whole target locus, while negative MSRE-PCR signal, as its nonmethylated state.
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