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Functional analysis of the Veg protein that stimulates biofilm formation in Bacillus
subtilis
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The antibiotic roseoflavin produced by Streptomyces davawensis reduces the
activity of AzoR from Escherichia coli
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Features of sub-seafloor ecosystem revealed through fine scale metagenomic
analyses
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Comprehensive 16S-based analysis of effect of probiotics on shaping human gut
microbiota
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