
Automatic annotation 
platforms
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MicroScope
https://mage.genoscope.cns.fr/micro
scope/home/index.php

- Automatic syntactic and functional
annotation pipelines

- Metabolic analysis

- Visualization
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https://mage.genoscope.cns.fr/microscope/home/index.php


IMG
https://img.jgi.doe.gov/

Microbial and microbiome datasets (and 
metadata) sequenced at DOE Joint Genome
Institute 

Compare with public datasets.

Microbial/microbiome/virus/plasmids (bêta) 
browse by :

- geolocation

- ecosystem

- sequence length

- …
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https://img.jgi.doe.gov/


BV-BRC
https://www.bv-brc.org/

Automated analysis for bacteria 

and virus

Genomics, phylogenetics, 

proteins, metagenomics and 

transcriptomics
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https://www.bv-brc.org/


BV-BRC
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CGE
http://www.genomicepidemiology.org/services/

Access to bioinformatics resources :

- Phenotyping

- Typing

- Phylogeny

- Metagenomics

- PCR-tools

- Other typer
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http://www.genomicepidemiology.org/services/


Specialized annotations
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How it works?
± Blast on specialized and curated databases 
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How it works?
± Blast on specialized and curated databases 

Results in tables with homology/identity and overlap/coverage informations
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(Homology/identity)
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Sequence similiraty / percentage of identical nucleotides (or amino acid)

A T C G T T A T G C

A T C C T A A T G C

Reference

Our sequence

Coverage/Overlap Identity/homology

Sequence length / Reference 
length

Identical bases / Reference length

As base 10/10 8/10

As percent 100% 80%



(Overlap/coverage)
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Percentage of reference bases covered by our sequence

A T C G T T A T G C

A T C G T T A T

Reference

Our sequence

Coverage/Overlap Identity/homology

Sequence length / Reference 
length

Identical bases / Reference length

As base 8/10 8/8

As percent 80% 100%



Useful databases
Many databases with their advantages
and specificities

NCBI

Resfinder

VFDB

Argannot

Ecoli_vf

Card

Megares

Ecoh

Plasmidfinder

Pointfinder

PubMLST
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Galaxy tools - StarAMR
Querying databases : ResFinder, PlasmidFinder and PointFinder (if exists) 
+ ST determination with PubMLST
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(MultiLocus Sequencing Typing – MLST)
Search allele of 7 housekeeping gene

Allelic version combinaison determine the 
Sequence Type (ST)
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https://www.applied-maths.com/applications/mlst



(MultiLocus Sequencing Typing – MLST)
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Each species have at least 1 scheme. Example Salmonella spp :

https://pubmlst.org/



Galaxy tools - StarAMR
Querying databases : ResFinder, PlasmidFinder and PointFinder (if exists) 
+ ST determination with PubMLST
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Galaxy tools - Abricate
Can querying many different databases one by one (resistance, virulence, plasmids)

DB to use in option (default : resfinder)

Good supplement to StarAMR
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Galaxy tools - Abricate
Can querying many different databases one by one (resistance, virulence, plasmids)
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Galaxy tools - Abricate
Can querying many different databases one by one (resistance, virulence, plasmids)
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Galaxy tools - Abricate
Can summaries multiple output : Each strain with its identified genes with their %identity
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Files and number of genes found



Galaxy tools - Abricate
Can summaries multiple output : Each strain with its identified genes with their %identity
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Homology per gene



Let’s try this
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- Import « data_salmonella_aa2024 » history

- Run StarAMR with Pointfinder on Salmonella

- Run Abricate on VFDB

- Summarize results from Abricate

https://usegalaxy.fr/published/history?id=49a4f2cc4eec316a

