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A library preparation method for single cell genomic sequencing with long-read
sequencers
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Using nicking endonucleases, DNA fragments with different cut sites in the
top and bottom strands of double-stranded DNA can be prepared. Therefore, if a highly efficient
method for adaptor tagging to single-stranded DNA is available, a sequencing library of DNA
fragments with differential structures between the top and bottom strands of DNA may be prepared. In

this project, we tried to establish such a protocol, based on a highlﬁ efficient single-stranded

DNA ligation technology developed by us. The established protocol has been applied to sequencing
using short-read sequencers like that from Illumina. In the future, we expect its application in
long-read sequencers like that from Oxford Nanopore Technologies.
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