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Figure S4. Covariate balance before and after propensity-score matching of the induction-regimen groups. 
Love plot showing absolute standardized mean differences (SMDs) before and after 1:2 propensity-score matching of DAE-treated patients to FLAG-IDA-treated patients. The propensity-score model included age, sex, log-transformed presenting leukocyte count, protocol risk group, extramedullary involvement, fusion-partner category (MLLT3/MLLT11 vs other partners), and treating center. Matching used a ridge-logistic propensity score, a caliper of 0.2 standard deviations of the logit of the propensity score, exact matching on fusion-partner category, and nearest-neighbor matching without replacement. Twenty-one DAE-treated patients were matched to forty-two FLAG-IDA-treated patients. The mean absolute SMD decreased from 0.222 before matching to 0.066 after matching, whereas the maximum absolute SMD decreased from 0.595 to 0.309. The vertical dashed line indicates an absolute SMD of 0.10. Residual imbalance remained for at least one covariate after matching. DAE, daunorubicin, cytarabine, and etoposide; FLAG-IDA, fludarabine, high-dose cytarabine, granulocyte colony-stimulating factor, and idarubicin; SMD, standardized mean difference
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