N

N

TnSeek : analysing Tn-seq data for multiple conditions
and multiple species
Loic Couderc, Erwan Gueguen, Maxime Brunin, Areski Flissi, Guillemette

Marot, Guy Condemine, Hélene Touzet

» To cite this version:

Loic Couderc, Erwan Gueguen, Maxime Brunin, Areski Flissi, Guillemette Marot, et al.. TnSeek:
analysing Tn-seq data for multiple conditions and multiple species. Journées Ouvertes en Biologie,
Informatique et Mathématiques (JOBIM 2022), Jul 2022, Rennes, France. hal-03827389

HAL Id: hal-03827389
https://hal.science/hal-03827389
Submitted on 24 Oct 2022

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.

Distributed under a Creative Commons Attribution 4.0 International License


https://hal.science/hal-03827389
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://hal.archives-ouvertes.fr

ThSeek : analysing Tn-seqg data for multiple conditions and multiple species

Loic Couderc?, Erwan Gueguen?, Maxime Brunin?, Areski Flissi3, Guillemette Marot*, Guy Condemine2and Hélene Touzets3

1 Univ. Lille, CNRS, Inserm, CHU Lille, Institut Pasteur de Lille, US 41 - UAR 2014 - PLBS - Plateforme bilille, F-59000 Lille, France
2 Univ. Lyon, Univ. Lyon 1, UMR CNRS 5240, Villeurbanne, France
3 Univ. Lille, CNRS, Centrale Lille, UMR 9189 CRIStAL, F-59000 Lille, France
4 Univ. Lille, CHU Lille, ULR 2694 - METRICS - Inria MODAL , F-59000 Lille, France

Th-seq — Transposon seguencing

Tn-seq Is a genome-wide screening method that rapidly identifies, on a large panel of strains, genes related to a
specific phenotype or growth condition in bacteria. It consists in random transposon mutagenesis In parallel
coupled with high throughput sequencing.
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Example of applications: identification of virulence factors of pathogenic bacteria, identification of genes involved in
antibioresistance, ...

ThSeek — our pipeline, any number of conditions + any humber of strains

Input: raw reads (FASTQ), genomes+annotation (Genbank), orthology
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TnSeek Iin practice —» easy-to-install + easy-to-use

Inputs

1. Download source at https://gitlab.cristal.univ-lille.fr/bonsai/tnseek

Enter your input file (TSV file with reads & annotations):

2. Build the Docker image and run it
3. Connect to the Shiny server at http://localhost:3838
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Discard processed reads that are shorter/greater than min/max LENGTH The level of error used to search the transposon
Cut: Verbosity:
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Number of bases to remove from the beginning of each read. Display more informations.
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Overall summary
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