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This database is made to be used as part of a functional inference tool.

How to access functional data from amplicon sequencing? Amplicon Sequencing

Database composition

Our aim is to provide a database linking taxonomic information to functional information. MACADAM Database is designed to obtain functional information when only taxonomic information is available.

MACADAM statistics MACADAM Database MACADAM taxonomic diversity

Presence of 34 different phyla:

All 29 LSPN phyla are present.

The other 5 are recent proposals by the scientific community.

Overrepresentation of Proteobacteria, Firmicutes and Actinobacteria.

Functional diversity

Average pathways per organism

MACADAM Explore

Results for a request on Staphylococcus aureus on urea pathways.

MACADAM Explore is able to infer functional information for species with no functional information.

Example for Lactobacillus cerevisiae. References:
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