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Hydrogen-dependent autotrophic growth in phototrophic and chemolithotrophic cultures of
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from Nakabusa hot springs. FEMS Microbiology Letters, 2019, 366, .

Minimal Interspecies Interaction Adjustment (MIIA): Inference of Neighbor-Dependent Interactions in

Microbial Communities. Frontiers in Microbiology, 2019, 10, 1264. 35 12

Symbiotic Growth of a Thermophilic Sulfide-Oxidizing Photoautotroph and an Elemental
Sulfur-Disproportionating Chemolithoautotroph and Cooperative Dissimilatory Oxidation of Sulfide
to Sulfate. Frontiers in Microbiology, 2019, 10, 1150.

Sulﬂde-deﬁendent Photoautotrophy in the Filamentous Anoxygenic Phototrophic Bacterium,
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Prediction of Neighbor-Dependent Microbial Interactions From Limited Population Data. Frontiers in
Microbiology, 2019, 10, 3049.
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denitrificans. Bioscience, Biotechnology and Biochemistry, 2018, 82, 148-151. 1.3 1

Nitrogenase Activitr in Thermophilic Chemolithoautotrophic Bacteria in the Phylum
t;/i&gt; Isolated under Nitrogen-Fixing Conditions from Nakabusa Hot Springs.
es and Environments, 2018, 33, 394-401.
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Phylogenetic Diversity of Nitrogenase Reductase Genes and Possible Nitrogen-Fixing Bacteria in
Thermophilic Chemosynthetic Microbial Communities in Nakabusa Hot Springs. Microbes and 1.6 25
Environments, 2018, 33, 357-365.
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Phylogenetically Diverse Aerobic Anoxygenic Phototrophic Bacteria Isolated from Epilithic Biofilms in
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Environments, 2015, 30, 123-125.
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Production and Consumption of Hydrogen in Hot Spring Microbial Mats Dominated by a Filamentous
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Interface. Microbes and Environments, 2010, 25, 317-320.
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Effect of Adding Cellulolytic Bacterium on Stable Cellulose-Degrading Microbial Community. Journal
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Dynamic Transition of a Methanogenic Population in Response to the Concentration of Volatile Fatty
Acids in a Thermophilic Anaerobic Digester. Applied and Environmental Microbiology, 2006, 72,
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retention time. Journal of Bioscience and Bioengineering, 2006, 101, 271-273. 2.2 17

Archaeal population on supporting material in methanogenic packed-bed reactor. Journal of

Bioscience and Bioengineering, 2006, 102, 244-246.

Direct comparison of single-strand conformation polymorphism (SSCP) and denaturing gradient gel
electrophoresis (DGGE) to characterize a microbial community on the basis of 16S rRNA gene 1.6 40
fragments. Journal of Microbiological Methods, 2006, 66, 165-169.
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gradient-denaturing gradient gel electrophoresis and fluorescence in situ hybridization. Applied 3.6 68
Microbiology and Biotechnology, 2002, 60, 224-231.

Characterization of an Extendeda€8pectrum Class C [2a€kactamase of <i>Citrobacter freundii</i>.
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