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Introduction

According to present knowledge circulating free DNA (cfDNA) is a powerful diagnostic tool. However, most modern diagnostic techniques are based on the expensive NGS procedures and there
are only a few special methods based on cfDNA analysis which are accepted for wide clinical practice (e.g. US FDA PMA #P130001). Here we propose a new approach for leveraging cfDNA data for
development of cheap methods for diagnosis of cancer.
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*  Develop a method for selecting the genomic regions that can serve as biomarkers based on the joint positioning of the fragments
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Conclusions: The accumulated NGS data on cfCDA can be used for the detection of the cancer-specific differentially-represented transcripts. The presented methodical algorithm can be a promising
tool for the development of simple qPCR test-systems for tumor diagnostics.
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