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Abstract:

Circulating tumour cells (CTC) are cells with origin in tumour tissue, which are able to leave their
original tissue and travel to distant organs, where they can establish new metastasis. Epithelial
to mesenchymal transition (EMT) is believed to influence cells’ ability to become CTC. In our
research we studied gene expressions in breast tumour and normal breast tissue of breast
cancer patients. We investigated which genes expressions are altered for tissue of patients with
CTC EMT (positive on mesenchymal markers) in their blood. Gene expressions were obtained by
whole transcriptome RNA-sequencing of the fresh frozen primary tumour samples. The study
included 18 patients with primary breast cancer and 5 donors of normal breast tissue. We used
standard procedure for differentially expressed genes analysis (using tools in Galaxy and R
environments) and then used set of differentially expressed genes for gene enrichment analysis
in purpose of relevant pathways identification. From RNA-seq analysis, we found 70 genes to be
up-regulated and 17 to be down-regulated, under the conditions of adjusted p-value<0.1 and
log2FC>1. Downregulated genes were showed to be related to immunology, while up-regulated
genes to various signalling pathways and cell-cell interactions. This research was funded by
APVV-16-0010 project and the OPIl programme as the project PROMEDICOV-19, code ITMS:
313011ATA2, co-financed by the ERDF.




