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Data resources at EMBL-EBI



Introducing MGnify

• EMBL-EBI’s microbiome 
data and analysis resource

• Free analysis of 
metabarcoding, 
metagenomic, and 
metatranscriptomic data

• Assembly of raw-reads as a 
community service

• Biome-specific genome 
catalogues as references

• Database of 2.5bn proteins 
from microbiome analysis



Interface with INSDC (NCBI, ENA, DDBJ) 

 

 

• Rely on INSDC for data 
provenance and adherence
to metadata standards

• Fetching raw data

• Submitting assemblies

• Submitting MAGs

• Inheriting metadata

• MGnify provides analysis of 
microbiome-derived data on 
request (subject to fair-use)

• Private (pre-publication)
data also supported



MGnify analysis pipelines

Amplicon

WGS

RNA-Seq

Assembly

Taxonomic profile

& sample metadata

Taxonomic profile

& sample metadata
& functional profile

• Stable versioned 
analysis pipelines

• New versions cover 
newer tools and data 
types

• All results available to 
download and access 
via MGnify API



Computational access to data



V6 analysis pipelines

Amplicon analysis pipeline now in beta

• Amplicon

• Addition of ASVs

• Improved eukaryotic taxonomy

• Darwin-core format outputs

• Assembly

• Viral annotations

• Mobilome annotations

• Improved BGC predictions

• Addition of CAZy

• Addition of Rhea (and ChEBI)

• Improved summary outputs

• Raw-read

• mOTUs and Pfam only



MGnify Genomes

• Environmental

• Marine

• Host-associated

• Human gut

• Human oral

• Human vaginal

• Honey-bee gut

• Cow rumen

• Sheep gut

• Pig gut

• Fish gut

• Mouse gut

• Zebrafish fecal

Biome-specific genome catalogues comprised of MAGs and isolates

Use in shallow-shotgun read-mapping process – option for low-biomass data

Gurbich et al. J. Mol. Biol., 2023



MGnify Proteins

• de novo gene prediction on 
MGnify contigs

• over 2.5bn non-redundant 
sequences in latest release

• clustered at 90% coverage 
and sequence identity into 
717 million clusters

• <1% have an identical match 
in UniProtKB

• ~50% have a match to Pfam

• structural prediction for all 
cluster reps from ESMAtlas



MGnify Proteins
Structures pulled from

https://esmatlas.com/
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