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Application of methylation rate in acute childhood leukemia to microscopic
residual disease analysis.
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Approximately 485 000 CpG sequences were analysed from methylome data in 663

BCP-ALL and 101 T-ALL cases and 86 remission bone marrow cases in the database, and several regions
were identified in BCP-ALL and T-ALL cases, respectively, that are highly methylated in leukaemia
cells and unmethylated in remission bone marrow. Several regions were 1dentified in leukaemia cells
and unmethylated bone marrow in remission. These CpG sites were analysed by next-generation
sequencing using cell lines (n = 37) and cryopreserved primary clinical samples (n = 49), and the
same regions were also highly methylated in leukaemia cell lines.

The best primer design was planned to be applied to clinical samples, but due to difficulties in
primer design, it was difficult to apply the primers to clinic
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