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Original Articles

Online Supplementary Table S1. Primer sequences used in this study for qRT-PCR validation experiments.



Online Supplementary Table S2. Fold change of miRNAs from TLDA analysis at days 1, 7, and 14 compared to day 0. Complete list of the 141 miRNAs repro-
ducibly detected in CML samples by TLDA analysis. Upper and lower parts represent miRNAs with log2 variations of > 0.6, i.e. mean fold change > 1.5 by day
14 (52 miRNAs, 44 down, 8 up). Intermediate parts represent miRNAs with mean fold change of 1.3-1.5 (36 miRNAs, 25 down, 11 up). Central part con-
tains miRNAs with mean fold change < 1.3 (53 miRNAs).
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Online Supplementary Table S3. miRNA median fold change from qRT-PCR
analysis. Expression fold change in IM-treated patients between day 14 and
day 0 (n=11). P values were calculated using 2-tailed Wilcoxon’s test on
paired ΔCt values.



Online Supplementary Table S4. miRNA expression correlation analysis in CML samples. (A and B) Spearman’s correlation analy-
sis of miRNA expression levels at (A) day 0 and (B) day 14. (C) Spearman’s correlation analysis of miRNA expression fold change
between day 0 and day 14 of IM treatment. 



Online Supplementary Table S5. Absence of correlation between miRNA expression fold changes and blood cell composition changes. (A)
Patients’ blood cell composition, showing the percentages of lymphocytes and neutrophils at day 0 and day 14 of IM treatment. (B) Data repre-
sent Spearman’s correlation coefficient r between miRNA fold changes and the cell composition ratio shown in (A) between day 0 and day 14.



Online Supplementary Table S6. Target gene predictions using various miRNA combinations. This table contains the full list of conserved target
genes from TargetScan v5.0 predicted to be targeted by the following miRNA combinations: (A) miR-142-3p AND miR-199b-5p but NOT miR-146
NOT miR-150 (B) miR-142-3p OR miR-199b-5p but NOT miR-146 NOT miR-150 (C) miR-146 AND miR-150 but NOT miR-142-3p NOT miR-199b-
5p (D) miR-146 OR miR-150 but NOT miR-142-3p NOT miR-199b-5p. For comparison, the predictions from combinations (A) and (C), present-
ed in Table 3 in the main text, were reproduced in this table.

to be continued on the next page




