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Development of a pipeline for metagenomic analysis of phages in human intestine

Hayashi, Tetsuya

4,900,000

acteriophages are pla¥ing various biologically and ecologically important
roles. In this study, using bovine fecal samples as test materials, we first established a pipeline
for comprehensive analyses of bacteriophage communities by utilizing long and short read sequencing
technologies. Using this pipeline, we analyzed human fecal samples, but were unable to obtain enough

long reads from free bacteriophages. In the analyses of phage-induced samples, relatively small
numbers of bacteriophage dominated in the data obtained. These results suggest that, to understand
the real diversity of bacteriophages existing in human intestine, much larger scale analyses using
relatively larger amounts of samples are required. However, we identified a large and very unique
phage genome in the data obtained from the analyses of bovine fecal samples. Detailed analyses of
this novel phage are in progress.



16S rRNA

10X

90

10X

29

intact DNA 2 10X
HiSeq

10 1

40 kb

H30

10X



H29

c
DNA
DNA
DNA
DNA
50
99
10X
ANV TF = T O
H30
DNA(DNA DNA
)
DNA
C
10
H29 250 kb
20 tRNA
0
2
1.
2019 , 2019.3.26,
2.
13 2019.3.8,



¢y

@

Ogura Yoshitoshi

GOTO Yasuhiro



