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Early-stage breast cancer detection with a plasma cell-free RNA and Al-based liquid biopsy platform
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Background Overview of Study Design Ability of oncRNA-Based Model to detect breast cancer at different stages

Training set (N of cancers 745, N of control 258)
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Sample size e 15 58 T 58 | e odal Figure 2. Training set cross-validated and held-out test set performance. (a) Left panel: ROC curve showing
Age Mean (SD) 59.56 (13.47) 58.36 (13.02) 63.24 (11.56) 57.09 (9.08) Fail cross-validated performance on the training set, averaged across folds. Middle panel: Stage-wise sensitivity at 90%
Smoking status Never-Smoked, n (%)  |528 (70.87%) 207 (80.23%) 79 (85.87%) 41 (41.84%) Sensitivity Specificity T specificity. Right panel: Sensitivity at 90% specificity across different T-stages. (b) Similar to (a), but for held-out test set.
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Menopause status Unknown, n (%) 568 (76.2%) 255 (98.8%) 92 (100.0%) 32 (32.7%)
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ER-/HER2-, n (%) 97 (13.0%) 18 (19.6%) used the remaining samples for training a generative Al model through cross validation. Model selection involved plausibility (active transcription — higher RNA copy number) supports sensitivity in smaller tumors.
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evaluating integration with risk models and imaging pathways.
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