Characterizing and Developing the Clinical Grade Next Generation Sequencing based Gut Microbiome Assay
with the Bioinformatics Solution
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Relative frequency-based group-sample level composition
at phylum and species level show high level similarity

BACKGROUND RESULTS - Phase 1b

It has been recognized that gut microbiome has impact on the cancer immunotherapy efficacy and Cancer Alpha diversity measures indicates richness and evenness within the kits

Microbiome-Immune Axis is reported. Also, it is important to discover and identify clinically translatable Phylum Level
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