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Fig. S1. Overview of the techniques applied to the cohort of 60 pediatric ALL patients.
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Fig. S2. Heatmap showing copy number alterations in UKALL-CNA genes detected by OGM and MLPA/dMLPA across
60 pediatric ALL cases. Color scale indicates ploidy status (from 0 to 4) as assessed by OGM. Red boxes highlight
discrepancies between OGM and MLPA/dMLPA results.
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Fig. S3. Sankey diagram depicting the reclassification of patients based on different diagnostic techniques.




