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Legends of the supplementary tables

| Supplementary Table 1: Patients' characteristics (genetic lesions and clinical history) |

I these three variants were not detected in diagnosis samples in Hirsch et al (Nat
Commun. 2016:7:12475) but detected in a second round of analyses using an 1% VAF
detection threshold.

Supplementary Table 2: NGS results (list of variants)

Supplementary Table 3 : allele specific ddPCR assays |



http://www.haematologica.com/media/HAEMATOL_2016_159681/Sup_Table_1.xlsx
http://www.haematologica.com/media/HAEMATOL_2016_159681/Sup_Table_2_NGS_results%20%281%29.xlsx
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Supplementary Figure 1
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Supplementary Figure 1: Analyses of leukemia free survival and overall survival with
data censored at time of allogeneic hematopoietic stem cell transplantation.

A) Leukemia free survival and overall survival according to the clonal response. VCF<3.33%
indicates good responders (i.e. all lesions were found below the 3.33% VCF value).
VCFz23.33% indicates poor responders (i.e. at least one lesion was found above the
threshold VCF of 3.33%). B) Leukemia free survival and overall survival according to the
detection of 0-1 lesions or = 2 lesions above the 0.4% VCF detection threshold. C) Leukemia
free survival according to the detection of 0-2 lesions or = 3 lesions above the 0.4% VCF
detection threshold. All data were censored at time of allogeneic HSCT.



