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Obtaining of complete genomes of uncultured microbes by sequencing of
single-cell genomes without whole genome amplification

Hosokawa, Masahito
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More than 99% of the microbes in the environment cannot be cultured in the
laboratory. To understand these uncultured microbes, direct analysis of their genomes is practical.
In particular, "single-cell genomics," which decodes the genome sequence from a single cell,
effectively obtains individual genome information from diverse microbial populations, but the
accuracy of genome decoding has been an issue with conventional methods. In this study, we developed

a technology to decode the genome from a single cell and reconstruct the sequence information into
a complete genome, which was challenging to do with conventional methods and demonstrated its

effectiveness in human intestinal bacteria.
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Collected from Cape Kiyan, Okinawa, Japan

Microbiology Resource Announcements -
DOl

10.1128/MRA.00837-20

Arikawa Koji Ide Keigo Kogawa Masato Saeki Tatusya Yoda Takuya Endoh Taruho Matsuhashi -

Ayumi  Takeyama Haruko Hosokawa Masahito

Recovery of high-quality assembled genomes via metagenome binning guided with single-cell 2021

amplified genomes

bioRxiv

DOl
10.1101/2021.01.11.425816

10 5 0

2021

Web 2020

2020




2020

2021

2021
Piel Joern
14
2020
completegenome
14

2020




93

2020

42

2019

2019

2019




2020

200

) 2021
128
l -
2019
219
Vol.37 No.20
bitBiome
6744642 2020
bitBiome
6744648 2020







