Supplementary Table S1. Exploratory longitudinal TPM3::PDGFRB RT-qPCR follow-up under imatinib.
	Date
	Clinical phase
	Specimen
	Months since TKI start*
	TPM3::PDGFRB RT-qPCR (% baseline, mean 2^-ΔΔCt × 100)
	SD

	02/09/2014
	Diagnostic
	PB
	-3.2
	100.04
	0.0417

	06/11/2014
	Diagnostic
	BM
	-1.1
	94.90
	0.0805

	11/12/2014
	Early on-treatment (D+3)
	PB†
	0.1
	119.32
	0.0788

	05/05/2015
	TKI follow-up (+6 months)
	BM
	4.9
	0.0326
	3.22E-07

	05/11/2015
	TKI follow-up (+1 year)
	BM
	10.9
	0.0111
	1.36E-05

	27/10/2016
	TKI follow-up (+2 years)
	BM
	22.6
	0.0070
	4.42E-05

	20/09/2018
	Late TKI follow-up
	BM
	45.4
	0.0014
	3.82E-06

	12/09/2019
	Late TKI follow-up
	BM
	57.1
	0.0005
	1.37E-06

	20/02/2020
	 Late CNL-like neutrophilic phase
	BM
	62.4
	0.0007
	1.13E-06



* TKI start: 08/12/2014. BM, bone marrow; PB, peripheral blood; TKI, tyrosine kinase inhibitor.
† According to the finalized clinical chronology, sample 141211-0082 corresponds to a peripheral blood specimen obtained 3 days after imatinib initiation.

Footnote:
Fusion-specific RT-qPCR for TPM3::PDGFRB was normalized to ABL1 and expressed relative to the diagnostic baseline. Reported values correspond to mean 2^-ΔΔCt × 100. For the early historical assay series (2014–2016), values represent the mean of technical duplicates, with SD calculated from duplicate measurements. For the later archived samples (2018–2020), values represent the mean of three independent runs, with SD calculated across runs. Given the retrospective design, limited availability of archived RNA, and absence of a standardized MRD framework, these data were interpreted as exploratory molecular follow-up rather than as a formal MRD endpoint. The empirical interpretive threshold shown in Figure 4 was used only as a visual interpretive aid and should not be considered a fully validated analytical limit of quantification or a standardized measurable residual disease threshold.
