Nanopore sequencing to elucidate the origins of circulating
DNA during extracorporeal membrane oxygenation
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RESULTS CONCLUSIONS

ONT sequencing can reveal key molecular markers from circulating
cell-free DNA patients with severe infections.

INTRODUCTION

Circulating DNA and nucleosomes are a new class
of biomarkers for severe respiratory infection and
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OBIJECTIVES
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*  ONT sWGS of circulating DNA may have sufficient sensitivity to
measure cardiac stress or damage? during ECMO.
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