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Additional File 6: HM450 probe methylation values for the 1394 region for paediatric AML (FAB M5) compared to non-leukaemic controls

The methylation profile of paediatric AML patients compared to non-leukaemic signals was compared for all HM450 probes in chromosome 1394 region, outside of the

DLEU2/AIt1 promoter region. The interrogation here included DLEU1 promoter regions, miR-15a/16-1 cluster, TRIM13 and KCNRG. No differential methylation was

recorded for any of the 13q4 region (95% Cl). Leukaemic group refers to diagnostic bone marrow from paediatric patients. Non-Leukaemic group consists of CD sorted

cell populations (CD19+, CD33+, CD34+, CD45+), normal cell line and patient remission specimens.



