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Metagenomics reveals global-scale contrasts in nitrogen cycling and cyanobacterial light-harvesting
mechanisms in glacier cryoconite. Microbiome, 2022, 10, 50.

Distinct responsiveness to rifaximin in patients with hepatic encephalopathy depends on functional

gut microbial species. Hepatology Communications, 2022, 6, 2090-2104. 43 15
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Aberrant mucosal immunoreaction to tonsillar microbiota in immunoglobulin A nephropathy.
Nephrology Dialysis Transplantation, 2021, 36, 75-86.
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isolated from human feces. Microbiology and Immunology, 2021, 65, 245-256.
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Adlercreutzia hattorii sp. nov., an equol non-producing bacterium isolated from human faeces.
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Redox stratification within cryoconite granules influences the nitrogen cycle on glaciers. FEMS
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Local Necrotic Cells Trigger Systemic Immune Activation via Gut Microbiome Dysbiosis in Drosophila.
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Microbial interaction between the succinate&€utilizing bacterium <i>Phascolarctobacterium
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2020, 9, 136. L6 °
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Blastochloris tepida, sp. nov., a thermophilic species of the bacteriochlorophyll b-containing genus
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Genomic Analyses of Bifidobacterium moukalabense Reveal Adaptations to Frugivore/Folivore Feeding
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Draft Genome Sequence of Clostridium tagluense Strain A121 <sup>T</sup> , Isolated from a
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Comparative genomics of Parolsenella catena and Libanicoccus massiliensis: Reclassification of
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Quantification of hydrogen production by intestinal bacteria that are specifically dysregulated in
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The Relationship Between Microbial Community Structures and Environmental Parameters Revealed by
Metagenomic Analysis of Hot Spring Water in the Kirishima Area, Japan. Frontiers in Bioengineering 4.1 26
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Bipolar dispersal of red-snow algae. Nature Communications, 2018, 9, 3094.
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VITCOMIC2: visualization tool for the phylogenetic composition of microbial communities based on
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Intestinal IgA as a modulator of the gut microbiota. Gut Microbes, 2017, 8, 486-492.
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