Integrated 6-base cfDNA profiling reveals complementary genetic, epigenetic and fragmentomic
biomarkers, enabling the selection of the most powerful biomarker combinations for cancer

detection
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1. Introduction

2. Study design & analysis

CRC cohort: 52 individuals; 32 healthy donors, 60 CRC patients.2
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consistently improved CRC detection, demonstrating the value of multimodal liquid biopsy with
6-base sequencing.

. , and pr

Multimodal integration: Modaliy-specific lassifiers were trained

3. Resolving 5mC & 5hmC enhances CRC detection
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regional fragment size ratios
incorporating cytosine modification
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and AIT>CIG
controls. Overall

showed 2 y pr

6. Nucleosome profiling reveals CRC-associated TF
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