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Development of method for long-read whole genome methylation analysis from small
amount of DNA

Seki, Masahide
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In this study, we developed nanoEM, a method for whole genome long-read DNA
methylation analysis that can be performed with less DNA by combining a base conversion method with
nanopore sequencing. We confirmed that nanoEM can be performed using as little as 10 ng of DNA and
using clinical samples. NanoEM can obtain consistent data compared to the commonly used methylation
analysis methods. We also showed that nanoEM can be used to analyze methylation patterns within
regions such as imprinting regions, repetitive sequences, and structural variation, which have been
difficult to analyze with most of existing methods.
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Targeted long-read methylation sequencing using nanopore sequencing with hybridization capture.
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