Supplementary Figure Legends

Supplementary Figure S1. SLC44A1 expression in Pan-Cancer. A) SLC44A1 expression levels in 33 tumor types and normal tissues from the TCGA database. B) For tumors lacking normal tissue data in TCGA, SLC44A1 expression was compared between tumor tissues and matched normal tissues from the GTEx database using GEPIA. C) The UALCAN database was applied to compare SLC44A1 protein expression between tumor and respective normal tissues. *p < 0.05; **p < 0.01; ***p < 0.001; ****p < 0.0001

Supplementary Figure S2. Clinical Relevance of SLC44A1 in AML. A-D) Association of SLC44A1 expression with WBC count (A), risk level (B), APL subtype (C), and FAB classification (M0, M1, M2, M4, M5) (D) was analyzed in the TCGA cohort. E-G) The expression level of SLC44A1 was detected in the AML patients with DNMT3A mutation (R882H) (E), FLT3 mutation (D835Y) (F), and NPM1 mutation (W288F) (G) by LinkedOmics. H) The ROC curve for SLC44A1 in the AML and normal subjects from TCGA. (I) SLC44A1 expression in GSE103424. Data were analyzed using the Mann-Whitney U test (A-C, E-G, I), and one-way ANOVA (D). *p < 0.05; **p < 0.01; ***p < 0.001; ****p < 0.0001

Supplementary Figure S3. SLC44A1 predicts poor prognosis in AML. A, B) Kaplan-Meier survival analysis for overall survival (OS) (A) and event-free survival (EFS) (B) based on the TCGA cohort. C, D) Kaplan-Meier curves for OS (C) and EFS (D) in good/intermediate-risk subsets from the TCGA cohort. E, F) The ROC curve and AUC value of a nomogram for OS (E) and EFS (F). G, H) Calibration plots of the nomogram for 1-, 3-, and 5-years OS (G), calibration plots of the nomogram for 1-,3-, and 5-years EFS (H). Data were analyzed using Kaplan-Meier (KM) analysis (A-D).

Supplementary Figure S4. Integrated Single-cell and Immunofluorescence Mapping of SLC44A1 in AML. A) Expression of SLC44A1 during hematopoietic differentiation. B, C) Single-cell RNA sequencing analysis revealed distinct SLC44A1 expression patterns across immune cell populations.

