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% —% (Tanaka & Benno, Microbiol. Immunol., 2015) o3 f & ik 72, 408l S 7= # RO 16S rRNA B s+
DERGY MRS 2 R TE L, 2 OBLHI D i i b EEFFE & 5 WITHE CTh 5 a2 HE Lo, 4 4005 1341
k% 47 L7=, Bacteroides J&=° Bifidobacterium JBIZJ& 9 2 FHFE b 502 < B S 7-25, Ir4E, W T
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HAEAIIE 7 — FEIR IR TR B 1%, vy — & — it L=, BEFNFECH 5 53 Anaerostipes caccae @
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The results of R & D in FY2016 are shown below.
1. Isolation of yet-uncultured microorganisms by the membrane filter method etc.
+Strains were isolated from feces of 4 healthy adults by using various blood agar media. We also tried
to apply the membrane filter method (Tanaka & Benno, Microbiol. Immunol., 2015). The partial
nucleotide sequences of the 16S rRNA gene of the isolates were determined, and from the comparison
of the sequences, it was judged whether it was a known species or a novel bacterial species. Totally

1341 strains were isolated from 4 individuals. Although a number of bacterial species belonging to
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the genera Bacteroides and Bifidobacterium have been isolated, a unique bacterial species such as
Flavonifractor plautii, which has been reported to induce regulatory T cells, was also isolated. The
strains were deposited in Japan Collection of Microorganisms (JCM), RIKEN BioResource Center. In
addition, strains considered to be a novel bacterial strain were also isolated.

+ Isolation of microorganisms by cell sorter
After cultivation using a liquid medium, it was applied to a cell sorter. We succeeded the isolation of
butyrate-producing bacteria such as Anaerostipes caccae. Currently we are further investigating
conditions for isolating microbial strains with cell sorter.

+ Single cell genomics
After genomic amplification using a single cell isolated by a cell sorter, a sample to be genome
analyzed was selected by comparing partial base sequences of the 16S rRNA gene. Among the many
known species isolated, genomes of two candidate species of new bacteria have been obtained so far
(under preparation for genome analysis). Currently we are considering the conditions of single cell
genomics further.

2. Elucidation of symbiosis mechanism between microbes

+ Characterization of isolates
Among the newly isolated bacterial species candidates, the two strains showed characteristic colony
morphology (umbilicated colony). Based upon the data, such as cell and colony morphologies, cellular
fatty acids profiles and phylogenetic position based on 16S rRNA gene and Asp60 gene sequence
analyses, two strains represent a novel species of a novel genus, for which the name Faecalimonas
umbilicata gen. nov., sp. nov., is proposed (Sakamoto et al, in press). Currently, we are conducting

detailed studies on other new candidate strains.
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