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The complete genome analysis was conducted about 21 strains (4 phylogenetic
groups) of freshwater bacterioplankton isolates. These results revealed that the polyphosphate
kinase-like genes (ppk) were existing in the genome sequences of all strains. The phosphorus
accumulation amounts of several bacterioplankton isolates (6 phylogenetic groups) were 11.2 to 52.6
mg-P/g dry cell weight that were calculated from decreased level of phosphorus in the cultivation
experiment. The biomass of IRD18C08 cluster bacteria was estimated 2.2 to 6.6 % of total
bacterioplankton cells at riverine environments using CARD-FISH analysis. The phylogeny of IRD18C08
cluster isolate revealed a novelty at higher category, and it was proposed a new family,
Fluviibacteraceae fam. nov. of the order Rhodocyclales.




20

9
DNA DNA
21
ppk
6 DAPI
R2A
IRD18CO08
IRD18CO08
9
DAPI CARD-FISH IRD18CO08
IRD18CO08
IRD18C08
IRD18C08
9 Tribe
Clade Lineage Cluster Phylum Proteobacteria
Bacteroidetes Actiobacteria 3 80%
Proteobacteria 50%
Bacteroidetes  40~50% Actinobacteria 20
30% Bacteroidetes 10% baclll-

A PRD01a001B) Clade Tribe Lhab-Al Phila acl-A3 bacl -



Al

15 Relative abundance of reads (%)
_ o 2 4 6 8 10 12
baclll-A (PRD01a001B) : : : : :
Lhab-A1 |
alfv (OTU00002) |
21 Phila.
IRDISCO8 GKS98 LiUU-5-340 FIaVO- pamnasoitsn
A3 acl-A3 e
bacl-Al |
BAC (PRD18D09) |
bacV (XZXXH258) |
acl-B1 jmmm
BET (IRD18C08)
ppk bacl-A1 |
CLO-84 jmmm
aclV (0TU00012) jmmm S
IRD18C08 bez;s%i‘;:i; ] I Betaproteobacteria
SHINM1 Rhodo M Alphaproteobacteria
Lhab-A3 B Actinobacteria
LD28 |
20
pit pstCSAB
ppk1 ppk2
ATP  GTP
Pi (ext) hate uptake (Bap, A ,
CpdB, PhoN, Us , UhpT, UgpBAEC)
PstSCAB ate uptake (PhnSTUV, Phn
Ppk1
o ApIBEFHAGDC __ PPK2 PpX-GppA
Ao P> o <—>—>
GapA %ucCD
IRD18C08 SHINM1
Flavo-A3 Lunal-A2 PnecC PnecD Lhab-A3 IRD18C08
6 R2A
Flavo-A3  11.2 Lunal-A2 43.3 PnecC
20.7 PnecD 21.7 Lhab-A3 52.6
IRD18C08  32.5mg-P/gdry cell weight 280 goe g
240
£ 200
IRD18C08 L
CARD-FISH 2"
9 IRD18C08 g 120
IRD18C08 S eo
1.5%10* cells/mL T 40
2.5%105 cellymL 9 Ny
1.3x10%cells/mL ' Al A2 A3 A4 A5 A6 A7 A8 A9
0 0
22 6.6% 4.7% IRD18C08

5

3.1x10° 9.8x10° cells/mL



5.7x10° cells/mL 85 14.9% 11.3%

IRD18C08
IRD18C08

IRD18C08 IRD18C08
1.2 6.0 t-Plyear 5 0.01 0.3 t-Plyear
IRD18C08 IRD18C08

IRD18C08
IRD18C08 1 Flavo-A3 2
Fluviibacter phosphoaccumulans

Flavobacteriumammonificans Flavobacteriumammoniigenese

| CSP: International Committee on Systematics of Prokaryotes



4 4 0 0

Keiji Watanabe, Sho Morohoshi, Tadao Kunihiro, Yuichi Ishii, Lena Takayasu, Yusuke Ogata, Chie 70

Shindo, Wataru Suda

Fluviibacter phosphoraccumulans gen. nov., sp. nov., a polyphosphate accumulating bacterium of 2020

Fluviibacteraceae fam. nov., isolated from surface river water

International Journal of Systematic and Evolutionary Microbiology 5551-5560
DOl

10.1099/i jsem.0.004446

Wataru Suda, Yusuke Ogata, Lena Takayasu, Chie Shindo, Keiji Watanabe 10

Complete genome and plasmid sequences of three Fluviibacter phosphoraccumulans polyphosphate- 2021

accumulating bacterioplankton strains isolated from surface river water

Microbiology Resource Announcements e01474-20
DOl

10.1128/MRA.01474-20

Watanabe Keiji Kitamura Tatsumi Ogata Yusuke Shindo Chie Suda Wataru 72

Flavobacterium ammonificans sp. nov. and Flavobacterium ammoniigenes sp. nov., ammonifying 2022

bacteria isolated from surface river water

International Journal of Systematic and Evolutionary Microbiology -
DOl

10.1099/ijsem.0.005307

Wataru Suda, Yusuke Ogata, Chie Shindo, Keiji Watanabe -

Complete genome sequences of two Flavobacterium ammonificans strains and a Flavobacterium 2022

ammoniigenes strain of ammonifying bacterioplankton isolated from surface river water

Microbiology Resource Announcements

DOl
10.1128/mra.00176-22




(Suda Wataru)

(20590847) (82401)
(Ishii Yuichi)
(80551027) (82816)




