
HAL Id: hal-02785402
https://hal.inrae.fr/hal-02785402

Submitted on 4 Jun 2020

HAL is a multi-disciplinary open access
archive for the deposit and dissemination of sci-
entific research documents, whether they are pub-
lished or not. The documents may come from
teaching and research institutions in France or
abroad, or from public or private research centers.

L’archive ouverte pluridisciplinaire HAL, est
destinée au dépôt et à la diffusion de documents
scientifiques de niveau recherche, publiés ou non,
émanant des établissements d’enseignement et de
recherche français ou étrangers, des laboratoires
publics ou privés.

MACADAM: A user-friendly MetAboliC pAthways
DAtabase for complex Microbial community function

Analysis
Malo Le Boulch, Patrice Dehais, Sylvie Combes, Géraldine Pascal

To cite this version:
Malo Le Boulch, Patrice Dehais, Sylvie Combes, Géraldine Pascal. MACADAM: A user-friendly
MetAboliC pAthways DAtabase for complex Microbial community function Analysis. 17. European
Conference on Computational Biology (ECCB 2018, Workshop ”Recent Computational Advances in
Metagenomics (RCAM)”, Sep 2018, Athens, Greece. 2018. �hal-02785402�

https://hal.inrae.fr/hal-02785402
https://hal.archives-ouvertes.fr


MACADAM:
A user-friendly MetAboliC pAthways 
DAtabase for complex Microbial community 
function Analysis

Malo Le Boulch¹, Patrice Dehais¹, Sylvie Combes¹, Geraldine Pascal¹ 

¹ GenPhySE, Université de Toulouse, INRA, ENVT, Castanet Tolosan, France

24, chemin de Borde-Rouge - Auzeville Tolosane
31326 Castanet Tolosan 
France
Tél. : + 33 5 61 28 51 00
Fax : + 33 5 51 28 53 53
www.toulouse.inra.fr

Conclusions
MACADAM is a functional database combining information from multiple 

sources and linking them to taxonomical information.

A web interface (MACADAM Explore) is available for easy exploration.

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.

Database charateristics
http://macadam.toulouse.inra.fr/

Metabolic
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