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La Résistance aux AntiMicrobiens (AMR)

Les bactéries, virus, champignons et parasites ne réagissent plus aux antimicrobiens.

Comment la résistance aux antibiotiques apparait ?

l»@

Plusieurs bactéries et une Lantibiotique tue les La bactérie résistante Certaines bactéries
est résistante a bactéries responsables  peut maintenant se transfert leur résistance
I'antibiotique de lamaladie ainsique  développer et devenir ad’autres bactéries

de bonnes bactéries majoritaire

protégeant I'organisme
des infections

Bactérie sensible ’ Bactérie résistante Bactérie morte

Source : AdobeStock

28 novembre 2025 - Séminaire PEPI IBIS - Pole Modélisation des connaissances - Plateforme d’analyse ABRomics QSABRomiCS

ANTIBIORESISTANCE




Une menace mondiale pour la santé publique et le développement

Resistance
[ Associated with resistance
I Attributable to resistance

THE COST IS

HIGH

IFWE DO NOT
ADDRESS

ANTIMICROBIAL 1DEATH EVERY
RESISTANCE NOW 25 SECONDS

Deaths (count)

According to data from a 2019 study in The Lancet?

Pathogen

Figure 2 - Antimicrobial Resistance Collaborators et al, The Lancet, 2022.
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Obijectifs d’ABRomics 3

e Amélioration des connaissances sur la circulation des bactéries résistantes aux antibiotiques (génes de
résistance aux antibiotiques et éléments génétiques mobiles)

e Simplification des analyses a travers des pipelines standardisés et controlés :
o Utilisable par les non bio-informaticiens et les experts en analyses des résistances antimicrobiennes
(AMR) et de I'antibiorésistance (ABR)

e Intégration/interopérabilité des outils et des données (multi-omiques) pour limiter les analyses d’
échantillons (méta) génomiques bactériens cloisonnées/individuelles

e Assurer la pérennité du stockage et de partage de données ; soumission dans les « entrepots »
internationaux (ENA)

AN;T;]’ A\ o A = AAP « structurants » du PPR antibiorésistance 2 M€ pour 4+1 ans
o PRECIEUX,
B, v e 4 projets dont ABRomics « A multi-omics data platform»  début 01/11/2021

= Conception d’'une plateforme web partagée pour améliorer la
surveillance et la recherche en AMR dans un objectif « One Health »
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Lorganisation dans le projet

20

W] g WP1
Co-coordination : - Computing

C. Médigue ‘ architecture WP2
\ (Institut Frangais de Bioinformatique) Integrated
& G multi-omics

database

P. Glaser
(Institut Pasteur) e WP3

Training & Data integration

& modelisation

WP4 tools

Six transversal

Consortium multidisciplinaire national de 43 partenaires

outreach

e Microbiologistes

o Centres nationaux de référence (CNR) USe e

o Hospitalo-universitaires

o  Vétérinaires (ANSES) e

o Chercheurs WP1, WP2 et WP3: objectifs en

relation avec 'AAP du PPR
e Bioinformaticien-nes et mathématicien-nes

o I?Iateformed’ingénierie
o Equipesde R&D
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Qui sont les utilisateurs de la plateforme d’analyse d’ABRomics ?

e Utilisateurs des trois secteurs : humain, animal et environnement

e Laboratoires de microbiologie (Clinique, vétérinaire, agroalimentaire, environnement...)
o Analyser les données et les stocker

e Leslaboratoires de santé publique pour aider a la surveillance
o Intégrer les données génomiques globales a la surveillance et assurer un suivi
spatio-temporel (sur plusieurs années et de maniére rétrospective)

e Laboratoires de recherche
o Stocker, partager, soumettre les données, notamment pour les plans de gestion des
données
o Utiliser des méthodes développées par le consortium
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Le portail ABRomics & La plateforme d’analyse ABRomics

Portail ABRomics : Information sur le projet et ABRomics analysis : La plateforme web
d’analyse https://www.analysis.abromics.fr/

le consortium https://www.abromics.fr/

ABROMICS
ABROMIcs ABRomics Plafform v Project v News Events Publications v O

The French national multiomics @
platform for.antibioti¢ resistance
research and surveillance e ot

data analysis platform
ABRomics is an online community-driven-platform to scale up and inprove

surveillance and research on antibiotic resistance
from a One Health perspective.

© -3

1483 166 49
Analysis Public samples Projects

ABRomics -

The French national mulicmice plaffor for Antibishic
e by | multomics
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https://www.abromics.fr/
https://www.analysis.abromics.fr/

Version alpha — Centrée sur les données génomique FASTQ

Reads (fastq) Sequencing
information

Sample Isolate host
Clinical microbiologist
Researchers

ABRomics Platform

e)IFB Core Cluster

ST CAIS DE' BIOINFORMATIQUE
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Version alpha — Développement du 1¢" workflow d’analyse

Sample Isolate host Reads (fastq) Sequencing
Clinical microbiologist information
Researchers

v7 Galaxy workflows

2

Pierre Marin

Trimming QC metrics Assembly
Taxonomy Annotation Resistome
Virulome MLST

ABRomics Platform

e)IFB Core Cluster

ST CAIS DE' BIOINFORMATIQUE

28 novembre 2025 - Séminaire PEPI IBIS - Pole Modélisation des connaissances - Plateforme d’analyse ABRomics QSABRomiCS

ANTIBIORESISTANCE



Workflow génomique short reads paired-end

Qualite & Controle
de la contamination
Pré-Assemblage

Recentrifuge

onomie Qualite & Con_trol_e Recentrifuge
pré-assemblage de la contamination
Post-assemblage

Taxonomie
post-assemblage

Bracken
ualite de
I'assemblage

SRR Assemblage Krakenz2

alit

Short Reads
paired-end | |
Qualité des . L .
reads Bakta IntegronFmderz PlasmidFinder [HaJ<-I Annotation
Geénes bactériens Intégrons Marqueurs plasmidiques  Séquences d’Insertions
m AMRFinderPlus ABRicate
Resnstance & MLST Re5|stance V|rulence

Détection des génes de
résistances aux antimicrobiens

28 novembre 2025 - Séminaire PEPI IBIS - Pole Modélisation des connaissances - Plateforme d’analyse ABRomics QSABR




Version alpha — Développement du 1¢' référentiel de métadonnées

°7 Metadata referential
LA LB @
§ Julie Lao

Reads (fastq) Sequencing
information

Sample Isolate host
Clinical microbiologist
Researchers

v7 Galaxy workflows

2

Pierre Marin

Trimming QC metrics Assembly
Taxonomy Annotation Resistome
Virulome MLST

ABRomics Platform

e)IFB Core Cluster

ST CAIS DE' BIOINFORMATIQUE
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Référentiel de métadonnées — Genomic short-read paired-end FASTQ

Métadonnées pour les données de séquencage short read paired-end

Sample ID 16 champs décrivant ['échantillon
StrainID biologique, l'isolat et les données de
Sample type séquencage pour 1 échantillon

Sample source e 11 champs obligatoires et 5

Host species optionnels

Cou.ntry Utilisation de vocabulaires controlés
A e pour le stockage dans notre base
i de données

Collected date e formatés pour la publication des
Travel countries données et résultats sur 'TENA
Accession(s) number (ENA prokaryotic pathogen

Sample comment minimal sample checklist)

Microorganism scientific name
Instrument model
R1 fastq filename
R2 fastq filename

https://www.abromics.fr/home/abromics-platform/metadata-referential/
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Version alpha — Mise en place du backend

Sample Isolate host

Clinical microbiologist
Researchers

ABRomics web application

Data warehouse ?

Upload Metadata
data validation

@
«+
Project group
and users

Filesystem

* Raw data sequences
* ABR public resources
¢ Raw datdfile results

ABRomics-DB (PostgreSQL)
* Projects and users

¢ Metadata

* KB on resistance genes
* WFs results

Reads (fastq)

°7 Metadata referential

©

Julie Lao

A X E—— A

Sequencing Data

2

Sequencing
information

v7 Galaxy workflows

2

Pierre Marin

Trimming QC metrics Assembly
Taxonomy Annotation Resistome
Virulome MLST

ABRomics Platform

e)IFB Core Cluster

DE' BIOINFORMATIQUE
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Version alpha — Mise en place du backend

Filesystem

7 Metadata referential

O N e T
Sequencing Data
§ Julie Lao

Reads (fastq) Sequencing
information

Sample Isolate host
Clinical microbiologist

Researchers

S A v7 Galaxy workflows

ABRomics web application

Data warehouse @] i ? | GALAXY Yo} -7 @
. o+ i ) :

* Raw data sequences Project group Upload
¢ ABR public resources and users data
¢ Raw datdfile results

ABRomics-DB (PostgreSQL)
* Projects and users

¢ Metadata

; L Pierre Marin
CONNECTOR
Metadata

validation CIEeaie gty Trimming QC metrics Assembly

Taxonomy Annotation Resistome
Virulome MLST

* KB on resistance genes

¢ WFs results

ABRomics Platform

/IFB Core Cluster

DE' BIOINFORMATIQUE
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Django-to-Galaxy

Django-to-Galaxy: Django extension that eases communication with Galaxy instance to
execute workflows.

https://gitlab.com/ifb-elixirfr/abromics/django-to-galaxy https://pypi.org/project/django-to-galaxy/

"% Django to Galaxy

django-to-galaxy 0.7.0.1
The extension might be similar to this project.

pip install django-to-galaxy (B

Django extension that eases communication with Galaxy instance to execute workflows.

This should includes:
‘ v Derniére version
« List available workflows on a Galaxy instance

« Add selected workflow from Galaxy instance to the app for execution from admin panel

Derniére version : 24 nov. 2025
« Run workflow from a Galaxy instance

p U t h O n ”” Kenzo-Hugo Hillion  Fabien Mareuil Julie Lao
g Pack ’
L £ € o

Romain Dallet  Amanda Dievaide ~ Raphaél Tackx

For more information, please check the Wiki
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https://gitlab.com/ifb-elixirfr/abromics/tooldistillator
https://pypi.org/project/django-to-galaxy/
https://gitlab.com/ifb-elixirfr/abromics/django-to-galaxy

Version alpha — Conception des tables de la base de données

Database structure °7

©

Julie Lao
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Filesystem

°7 Metadata referential

CEE L -
Sequencing Data
§ Julie Lao

Reads (fastq) Sequencing
information

Sample Isolate host
Clinical microbiologist

Researchers

S A v7 Galaxy workflows
ABRomics web application

Data warehouse @] i ? | GALAXY Yo} -7 @
«F ] '

* Raw data sequences Project group Upload
* ABR public resources and users
¢ Raw datdfile results

ABRomics-DB (PostgreSQL)
* Projects and users

¢ Metadata

; L Pierre Marin
CONNECTOR -
Metadata i

data validation Al Trimming QC metrics Assembly
Taxonomy Annotation Resistome
Virulome MLST

* KB on resistance genes

¢ WFs results

Fabien Mareuil
[

ABRomics Platform

v_/] IFB core Cluster

®
é/IFB Core Cluster i

Gildas Le Corguillé
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Base de données

Information Gestion de projet Report Résultats d’analyses
- |
utilisateur QCFla s N
gs
ProjectMember —— Project ReadQC
| ReadQCPlot
User ——1—— RawlnputFile —— Sample —= Experiment AssemblyResult
Institution AssemblyQC
SeqTechno Host CheckM2Result
Profile :
preference Analysis WorkflowResult FunctionalAnnotSum
source Workflow
FileResult PlasmidFinderResult
Métadonnées Geo
de I location ResfinderResult
échantillon GeneDNASequence
biologique Taxorlwomy VirulenceGene
TaxonomyBracken
Données |NCBIGenomeSize| | MLSTScheme | L MLSTResult )
externes Resfinder DB | MLSTSpecies | |
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Comment les données circulent dans le backend ?

ABRomics
backend

Django-to-Galaxy

Connecteur avec Galaxy

,

= Galaxy
FRANCE

Recentrifuge

Recentrifuge

Kraken2 Krakenz

Bracken
Bracken

=) (=5
IntegronFinder2 PlasmidFinder @

=) == ==

Shovill

Outil 1 Outil 2 Outil 3 OutilN
Vv ¥ )
{.jSOI’}I {.jSOI’}I {.jsor} {.jsor}l
{ agerege}

Json

ToolDistillator
Extraction des résultats sous format JSON
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ToolDistillator

ABRomics consortium (2023). ToolDistillator: a tool to extract and aggregate information
from different tool outputs to JSON parsable files.

https://gitlab.com/ifb-elixirfr/abromics/tooldistillator https://bio.tools/tooldistillator

ToolDistillator: a tool to extract and aggregate information from different tool Too | Disti | Iato s
outputs to JSON parsable files '

ToolDistillator is a tool to extract information from output files of specific tools, expose it as JSON files, and aggregate over several 0.8.4.1 0.8.5.0 m m

tools.

https://gitlab.com/ifb-elixirfr/abromics/tooldistillator

Microbiology»>  Bioinformaticss  Sequence analysis »
It can produce both a single file to each tool or a summarized file from a set of reports.

It was initially developped to be used on Galaxy and some options are only available on Galaxy (e.g. extract the historic ID from a
galaxy analysis).

Tool was inspirated from the hAMRonization project (author: @dfornika, @fmaguire, @raphenya, @jodyphelan, @pvanheus)

9 BIOCONDA Paiaias —3 Q@ 8§ © 3

Galaxy Pierre Marin Cléa Siguret Julie Lao Hugo Lefeuvre
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https://gitlab.com/ifb-elixirfr/abromics/tooldistillator
https://gitlab.com/ifb-elixirfr/abromics/tooldistillator

Version alpha — 1°"¢ interface web

Web application interface g_/_\

ﬁ
g Romain Dallet

Fabien Mareuil

Database structure °7

Clinical microbiologist
Researchers

Sample Isolate host

ABRomics web application

Data warehouse

Filesystem ‘+
* Raw data sequences Project group

* ABR public resources and users
¢ Raw datdfile results

ABRomics-DB (PostgreSQL)
* Projects and users

¢ Metadata

* KB on resistance genes
* WFs results

% GALAXY

CONNECTOR -
Upload Metadata ¥

data validation django-to-galaxy

Reads (fastq) Sequencing

°7 Metadata referential

NS -
Sequencing Data
§ Julie Lao

information

v7 Galaxy workflows

2

Pierre Marin

Trimming QC metrics Assembly
Taxonomy Annotation Resistome
Virulome MLST

ABRomics Platform

©

Julie Lao

e)IFB Core Cluster

DE' BIOINFORMATIQUE

v_/] IFB core Cluster

§ »
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Version alpha — 1°"¢ interface web

omics LOGIN/REGISTER(®)

ABRomics DB @  Upload Metadata

Dashboard Choose a metadata file (.xlsx)

[j metadata_A..0.1.2.xIsx (143.7 kB) SUBMIT &

Submit data 1 files (143.7 kB in total)

| @& The file was successfully uploaded at http://localhost/mediafiles/metadata_Abromics_GENOMIC-WGS_v0.1.2_b63RwO0.xIsx

[  Upload Data

Choose a data file (fastq)

[j r1_forward.fastq (54 B)

1files (54 B in total)

| @& The file was successfully uploaded at http://localhost/mediafiles/r1_forward_AZ6kbeJ.fastq

®  Running a workflow

Workflow ~ ABR_QC_TEST1 ¥
Version test pour abromics to galaxy django

Read1_forward r1-forward Read2_reverse  r2-reverse

ABRomics. Work funded by IFB.

GitLab
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Version alpha — 1°"¢ interface web

omics LOGIN/REGISTER ()

Dashboard

Here is a list of your projects
Submit data Se?rChW . . o O\ p 1 ) s
Sample ID Sequencing partner Collected date Submission date - Project
Comments 5 PrDJECl 2
ec-01 Toto agency 2022-10-20 2022-10-20
SE-01 S 2022-10-12 2022-10-20
university
EF-01 Toto agency 2022-10-02 2022-10-20
Rows per page: 0 « 1-30f 3
Workflow status
Search Q
Workflow Galaxy state Status Create time
ABR_QC_TEST1 new running 2022-11-08 09:20:54
ABR_QC_TEST1 new running 2022-11-08 10:16:35

Rows per page: 0 ~ 1-20of 2

rk funded by

GitLab
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Version alpha — Consolidation du backend

Web application interface
<>

a Romain Dallet

Fabien Mareuil

Raphaél Tackx

Database structure °7

Clinical microbiologist
Researchers

Sample Isolate host

ABRomics web application

Data warehouse (65
Project group
and users

Filesystem

* Raw data sequences
* ABR public resources
¢ Raw datdfile results

ABRomics-DB (PostgreSQL)
* Projects and users

¢ Metadata

* KB on resistance genes
* WFs results

? GALAXY
e Q CONNECTOR -
Upload Metadata ¥

data validation django-to-galaxy

Reads (fastq)

°7 Metadata referential

©

Julie Lao

A X E—— A

Sequencing Data

2

Sequencing
information

v7 Galaxy workflows

(&

W

Pierre Marin

Trimming QC metrics Assembly
Taxonomy Annotation Resistome
Virulome MLST

ABRomics Platform

©

Julie Lao

e)IFB Core Cluster

DE' BIOINFORMATIQUE

v_/] IFB core Cluster

§ »
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Architecture

&

Users
Serveur
proxy

- Galaxy | e
FRANCE E
Calculs Taches
bioinformatiques é asynchrones %ceﬂal(.:’ext
redis Backend b
Base de
PosigraSAL données
4. .
@ tus.io

django
APl —

Téléversement

Qs ABRomics
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Version beta

°7 Metadata referential

O N e T -
Sequencing Data
§ Julie Lao

Reads (fastq) Sequencing

information
e e
Web application interface g_/_\

Sample Isolate host
Clinical microbiologist

Researchers

\ y 4

@ Romain Dallet ABRomiCS web Clpplicafion

Data warehouse O ? GALAXY oy > @
Fabien Mareuil Filesystem ‘+ — Q

S A v7 Galaxy workflows

g B Pierre Marin
CONNECTOR
Ranhadl Tack A * Raw data sequences Project group Upload Metadata
aphaél Tackx *« ABR PUb"C resources and users data validation diango-to-galaxy Trimming QC metrics Assembly
* Raw datafile results « . : Taxonomy Annotation Resistome
Amanda Dieuaid 2 o= :
manda Dieuaide ABRomics-DB (PoslgreSQL) V|ru|ome MLST
Thomas Mignon ¢ Projects and users

¢ Metadata

* KB on resistance genes " Re"’_""s, Ulto query
visualisation ABRomics-DB
* WFs results

g \ ABRomics Platform
Database structure °7

v_] IFB core Cluster

@ XIFB Core Cluster i

DE" BIOINFCRMATIQUE
Julie Lao

Gildas Le Corguillé
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ES
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° 8 Mon Dec 09 2024 ‘ Stage: ® Ready To Report
| status: o
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Import Samples form
F
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- + Sampie 10+ strsinto - R fasta flename * R2 fasta flename Instrument model + samp W 5
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Upload de données & validation

1 des métadonnées

R Files

1 Select the data file(s) to upload and complete your Import.
Please ensure that they match exactly the filename(s) given
in your metadata.

o

tems per page: | 10
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Version beta — Consolidation et amélioration des workflows

Web application interface g_/_\

\ y 4

a Romain Dallet

Fabien Mareuil

@ Raphaél Tackx

Amanda Dieuaide

Thomas Mignon

Database structure °7

Data warehouse

Filesystem

* Raw data sequences Project group Upload Metadata
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¢ Raw datdfile results

°7 Metadata referential
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§ Julie Lao
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Sample Isolate host
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Version beta — Consolidation et amélioration des workflows
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FAIR — Mise a disposition des workflows Galaxy a la communauté

Sous-workflows short reads

g Galaxy Training! @ Leaming Pathways @ Help v @ Settings ~  Q Search Tutorials

e Disponible sur des registres de
workflows : WorkflowHub et Dockstore Detection of AMR genes in bacterial genomes
Via Galaxy IW C MPURL: hitps://gxy.io/GTN:POOS18

£ Comment: What is a Learning Pathway?

f Q We recommend you follow the tutorials in the order presented on this page. They have been selected to fit
=

together and build up your knowledge step by step. If a lesson has both slides and a tutorial, we recommend you
‘ =z
Q Jts

start with the slides, then proceed with the tutorial.
‘ O I W ‘ This learning path aims to teach you the basic steps to detect and check Antimicrobial resistance (AMR) genes in bacterial genomes using Galaxy.

WorkflowHub Module: Species and contamination checking

Taxonomic assignation is useful in AMR detection to check contamination and confirm species

Lesson Slides Hands-on Recordings

e Documenté comme Learning Pathways e
sur le Galaxy Training Network
o Module: Assembly
h tt DS ://gxy- I O/G T N : P OOO 1 8 | Assembly is a major step in the process of detecting AMR genes as it combines sequenced reads into contigs, longer sequences where it will be easier to identify genes

and in particular AMR genes

GT“ Lesson Slides Hands-on Recordings

(ol <
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https://gxy.io/GTN:P00018

FAIR — Partage et réutilisation 29

Tutoriel : Annoter, préparer, tester et publier ses Atelier(s) : Promotion du partage et de la
workflows Galaxy dans les registres de workflows réutilisation des données de recherche

autour des workflows Galaxy
GTN E-Learning

USING GALAXY AND Material

MANAGING YOUR DATA z Le Pri ntem ps
Annotate, prepare tests and [ ] ~ ,
D de la Donnée

publish Galaxy workflows in
workRflow registries

e S https://hal.inrae.fr/hal-05095680v1

Nadia Goué

Bérénice Batut

@’) gxy.10/GTN:T00533

Réutilisation dans la formation
’ Clea Siguret ° : @ Nadia Goué‘_ v J Bérénice Batut ' Ga’axy Avancée en 2026

R..e..v..i.e.wem@ J ’
https://gxy.io/GTN:TO0533

Author(s) 4
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FAIR — Evolution d’outil bioinformatique : le cas de StarAMR

e Recherche d’éléments sur un contig contre 3 bases de données
o ResFinder (génes de résistance)
o PointFinder (mutations ponctuelles conférent une résistance)
o PlasmidFinder (marqueurs plasmidiques)

e Limitations FAIR
o Versions des bases de données sont dépendantes de la version de l'outil
o Comment mettre a jour les bases de données dans usegalaxy ?
m Pull request, mettre a jour l'outil, mettre a jour le wrapper Galaxy
m  Oumontée de version manuelle par 'administrateur Galaxy

e Amélioration réalisée
o DataManager : Bonne pratiques pour la gestion des données Galaxy

803

Cléa Siguret Bérénice Batut Hugo Lefeuvre
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Version 1 de la plateforme ABRomics
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Avant

ABROMICS = pamease =4 projects AA

ANTIBIORESISTANCE

T S NE AT S S

ABRomics - The French national multiomics platform For antibiotic Resistance research and surveillance

A collaborative digital platform to improve Antimicrobial Resistance surveillance and research from a One Health approach.

Know more about the ABRomics project on the ABRomics portal

] New to ABRomics? Please read our User Manual

\

GET THE DEMO FILES

D AN LN o @ 4N AVARRY -4

Main features

¢ LS i, &

Upload Analysis Collaborate

2E

Upload bacterial genome sequencing data and metadata Automated detection of AMR genes in bacterial genomes Share and compare with other genomes in ABRomics

From D Sequencing data ...

Sequencing data and metadata are required Based on AMR genes content

Quality control

Accepted sequencing data formats: fastq.gz, fasta Based on species identification

Species and contamination checking

Ml

Direct validation of metadata upon upload Based on any metadata criteria
Genome assembly
38 bacterial species Genome dnnotation Publish your analysis
)| N T T TR AMR gene detection
‘\ About the metadata ) E inf . I log i
——————— To B All-in-one analysis report or more information, please log in
N m -
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Apres 33

QjABRomics ABOUT SERVICES TEAMS CONTACT < LOG IN

ANTIBIORESISTANCE

Welcome to the ABRomics platform

ABRomics is an online community-driven platform to scale up and improve surveillance and research on antibiotic resistance from

Q$ ABRomics

ANTIBIORESISTANCE

a One Health perspective. The platform is open to all users, and allows them to upload their data and analyze it with the

ABRomics pipeline.

The platform is currently in active development, and new features are added regularly.

Create an Account

® Learn more - Join our community today and unlock all features of the ABRomics
platform.
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Limites du FAIR — Données externes

Pratique mais on se rend dépendant d’'une ressource qu’on maitrise pas

Données Source des données Récupération automatique ?
Institution ROR API
Technologies de séquencages ? ?
Hotes ? ?
Source ? ?
Taxonomie NCBI Taxonomy API
Taille de génome NCBI Genome Size API
Génes de Resfinder Resfinder DB Repository Bitbucket
Schémas MLST pubMLST, BigsDB, ... AP FTP, ...
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Limites du FAIR — Données externes

Pratique mais on se rend dépendant d’'une ressource qu’on maitrise pas

Données Source des données Récupération automatique ?
Institution ROR API
Technologies de séquencages ? ?
Hotes Probléme de sémantique
Source Solution envisagée : Utilisation d’ontologies
Taxonomie NCBI Taxonomy API
Taille de génome NCBI Genome Size API
Génes de Resfinder Resfinder DB Repository Bitbucket
Schémas MLST pubMLST, BigsDB, ... AP FTP, ...
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Ontologies

"A formal specification of a

Antibiotic Resistance Ontology (ARO)

[ Determinant of antibiotic resistance J

A

is_a__ efflux pump com(ale_x or subunit cor\‘:err‘ms antibiotic resistance J

i

is_a

[ major facilitator superfamily (MFS) antibiotic efflux pump ]

definition

conceptualization” - Borst 1997

CARD 2023: expanded curation, support for machine
learning, and resistome prediction at the
Comprehensive Antibiotic Resistance Database
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TetA is a tetracycline efflux pump found in many species of Gram-negative bacteria.
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Ontologies

Import samples for Genomic WGS

B DOWNLOAD TEMPLATE B IMPORT TEMPLATE

Metadata (+ required fields)

. " . Microorganism scientific
R1 fastq filename * R2 fastq filename * Instrument model * sample type * sample source * Host species *

e Country * Region Place
human - | - - s
Alveolar sac
Anterior Nares
Anus
Blood
Items per page 10 - 1-10f 1

Bone and joint

g Files Breast Milk

Select the data file(s) to upload and complete your import. Please ensure that
they match exactly the filename(s) given in your metadata. & Browse your data files
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Version 2?

Prochaines étapes (déja en cours)
o cgMLST
e Librairie ABRomics pour les CNR

e Lamétagénomique
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Dernier apercu général
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Merci pour votre attention !
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