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Workflow

Upload raw data as FASTQ Single MTP Browser MTP Set Browser Comparative
MTP Analyzer
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Animal microbiome

Silvana T. Tapia-Paniagua et al.

Modulation of intestinal microbiota in So/ea senegalensis fed low dietary level of Ulva ohnoi
Frontier in Microbiology

Human microbiome

LG Jang et al.

The combination of sport and sport-specific diet is associated with characteristics of gut microbiota: an
observational study

Journal of the International Society of Sports Nutrition

Industrial microbes

NY Kim et al.

Formate-removing inoculum dominated by Methanobacterium congolense supports succinate production from
crude glycerol fermentation

Journal of Industrial Microbiology & Biotechnology
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