P2.232: Impact of Blood Collection Timing on Qualitative and Quantitative ctDNA Interpretation:
An Exploratory Analysis
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Conclusion: Blood collection timing
does not compromise ctDNA
iInterpretation. However, temporal
variablility suggests standardized
protocols may optimize monitoring.

REFERENCES

1. Zhang, J.-T. et al. Longitudinal undetectable molecular residual disease
defines potentially cured population in localized non—small cell lung cancer. Cancer
Discov. 12, 1691-1701 (2022).

2. Zhang, J.-T. et al. Follow-up analysis enhances understanding of molecular
residual disease in localized non—small cell lung cancer. Clin. Cancer Res. 31,
1305-1314 (2025).

3. Jimenez-Munarriz, B., Urtecho, B., Rabey, M. R. & Leighl, N. B. Circulating-
tumour DNA (ctDNA) in NSCLC: Mechanisms, evidence and the future of MRD
detection. BMJ Oncol. 5, e001002 (2026).

4. Moading, E. J. et al. Integrating ctDNA analysis and radiomics for dynamic risk
assessment in localized lung cancer. 1-21.

5. Li, M. et al. Circadian rhythm-associated clinical relevance and tumor
microenvironment of non-small cell lung cancer. J. Cancer 12, 2582-2597 (2021).
6. Xu, X. et al. Identification of potential susceptibility loci for non-small cell lung
cancer through whole genome sequencing in circadian rhythm genes. Sci. Rep. 15,
7825 (2025).

7. Hojbjerg, J. A. et al. Intra-individual variation of circulating tumour DNA in lung
cancer patients. Mol. Oncol. 13, 2098-2106 (2019).

8. Tian, F. et al. Circadian rhythms and lung cancer biology and immunotherapy:
emerging opportunities and challenges. Chin. Med. J. Pulm. Crit. Care Med. 4,
137-154 (20206).

9. Liu, L. et al. Personalized and tumor informed circulating tumor DNA assay for
molecular residual disease monitoring of solid malignancies. MedComm 6, e70483
(2025).

10. Wang, X. et al. MRDtarget: A heuristic gaussian approach for optimizing
targeted capture regions to enhance minimal residual disease detection. PLOS
Comput. Biol. 21, e1013443 (2025).

Al Disclosure: Language and formatting support were provided by DeepSeek. All
scientific content is the exclusive responsibility of the authors.

" Guangdong Lung Cancer Institute, Guangdong Provincial People‘'s Hospital, Guangzhou, China, “Shantou University Medical College, Shantou, China.

, SAffiliatin Author 3, 4Affiliatin Author 4, °Affiliatin Author 5

Conference on Lung Cancer

Correspondence: Wen-Zhao Zhong(syzhongwenzhao@scut.edu.cn) and Jia-Tao Zhang(zhangjiatao@gdph.org.cn)

SEPTEMBER 12 - 15, 2026

SEOUL REPUBLIC OF KOREA

INTRODUCTION DISCUSSION AND CONCLUSION RESULTS

Circadian rhythms may influence Discussion: In this study, one N Patient Characteristics Mutations Sex
circulating tumor DNA (ctDNA) patient exhibited discordant ctDNA 21 [TPM - e . B rmissonse B fomale
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ctDNA testing remains unclear. samples. This observation raises h BN EESEE N EE — Wamplfoaten g
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collection affects ctDNA detection Ultra-low variant allele fractions o T R Stage
and mutation profiles in non-small (VAFs) near assay LODs Histoloo - ctDNAR B
cell lung cancer (NSCLC). (0.005%) blur the line between conan I W negative =i

Qualitative concordance: 96% (24/25); 8 ctDNA-positive patients (7 both

timepoints; 1 afternoon-only).

Quantitative comparison: No significant differences of twotimepoint in
MTM (P =0.742), meanVAF (P = 0.945), or maxVAF (P = 0.844).
Mutation coverage: Tm captured 22.6% (57/252), Tn captured 16.7%
(42/252); combined detection 26.6% (67/252) of tissue mutations.

Notably: Intra-individual temporal variability in specific mutation profiles

was observed.

Qualitative and Quantitative Analysis of ctDNA
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Mutation Concordance and Overlap Between Tumor Tissue
and Blood Samples
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