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Development of a method of sequence library preparation for the
amplification-free single-cell sequencing

Oguchi, Yusuke
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In this study, we have developed a novel method of capturing a sequence
library (sample) for our amplification-free sequencing system. In the conventional method, a capture
probe for capturing samples is fixed to the sequence flow cell via a covalent bond. Whereas to
this, we succeeded In obtaining the same level of sequencing performance as that of the covalent
method, even though the capture probe was fixed via the non-covalent biotin-avidin interaction. This
enables the sample to be captured by the capture probe in advance outside the flow cell, which
could be advantageous for the preparation of minute amount samples such as extracted from a single

cell.
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(Y. Oguchi, et al. Commun. Biol. 2020).
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