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Liquid biopsies multi-modal analysis correlates with disease burden and response
to treatment in paediatric cancer.
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Background/Aims:

* The analysis of cfDNA for the detection of ctDNA offers a

minimally invasive tool for diagnosis.

New technologies provide additional capabilities for detection .

of ultra-low template reads, methylation profiles and

nucleosome signatures, in addition to somatic copy number .
aberrations (SCNAs) and single nucleotide variants (SNV).

Patients and Methods:

* All patients age 0-24 with diagnosis of paediatric solid
tumours were eligible.

Prospective serial collection of biological fluids (blood, CSF,
bone marrow).

ctDNA was extracted from plasma and 25-50 ng of ctDNA
were analyzed by nanopore and lllumina NGS panel.

We compared results by multi-modal analysis of plasma cfDNA

and correlated with clinical information from paediatric cancer

patients.

Figure 2: Sample Collection Timeline

es shown are for illustration purposes only. The research team will discuss with you which samples are appropriate for co

llection from your child and will be determined by clinical need.

o
and tumour samples will be required for all children participating in the study but will be collected for clinical need. Blood samples may be declined once your child no longer has a permanent

Results:
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Conclusions

Comparison lllumina vs Nanopore

Copy number profile (Nanopore)

%
Total patients 267
Gender Male 150 56
Female 117 44
Diagnosis
NB 98 37
RMS 28 10
Other sarcoma 23 9
Hepatoblastoma 7 3
Wilms tumour 13 5
Others 98 37

Detection of 5mC and 5hmC methylation from cfDNA

Genome wide methylation

Nanopore allows highly sensitive multi-modal analysis of ctDNA.
Correlation with clinical data is ongoing.

Paola.angelini@nhs.net



	Slide 1

