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Supplementary Fig. S1A. Functional enrichment analysis for genes localized on chromosome 21
using R3.5.3 database.
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Supplementary Fig. S1B. Functional enrichment analysis for genes localized on chromosome 21
using GO database.
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Supplementary Fig. S2. miRNAs from chromosome 21 implicated in bone marrow processes.



Functional Network

Supplementary Fig. 3. Functional enrichment analysis on genes targeted by hsa-miR-155-5p and

deregulated in signaling pathways: cancer, AML, p53 and cell cycle.



Supplementary Fig 4. Functional enrichment analysis on genes that were identify by Labuhn et

al. to have significant mutations in AML-DS.



