
HAL Id: hal-04469800
https://hal.inrae.fr/hal-04469800

Submitted on 21 Feb 2024

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.

Copyright

Proteotyping bacteria and fungi by phylopeptidomics:
preanalytical factors review and potential

Jean Armengaud

To cite this version:
Jean Armengaud. Proteotyping bacteria and fungi by phylopeptidomics: preanalytical factors review
and potential. ISBER 2023 Biospecimen science regional symposium Granada, ISBER - International
Society for Biological and Environmental Repositories, Oct 2023, Granada, Spain. �hal-04469800�

https://hal.inrae.fr/hal-04469800
https://hal.archives-ouvertes.fr


ISBER 2023 Biospecimen science regional symposium 

Granada – Spain     October 24-25, 2023 

 

 

Proteotyping bacteria and fungi by phylopeptidomics: pre-
analytical factors review and potential 

Jean ARMENGAUD 

Laboratory «Innovative technologies for Detection and Diagnostics», 
ProGénoMix IBISA platform 

CEA, Bagnols-sur-Cèze, France 
 
 

 
Short abstract:  
 
High-throughput identification of microorganisms is key for clinical diagnostics and microbiology in general. 
Mass spectrometry for proteotyping microorganisms has been shown efficient because rapid and low cost.  
Recent studies have demonstrated the discriminative power of proteotyping based on tandem mass 
spectrometry. As this technology can quickly identify the most probable taxonomical position of any 
microorganism, even if not yet previously characterized in terms of taxonomy, and discriminate closely 
related strains, its application on environmental isolates, new emergent threats, or large collections has been 
promoted. Here, I will introduce the phylopeptidomics methodology with striking examples, its potential to be 
multiplexed and thus applicable on thousands of samples, and review the pre-analytical factors required for 
its application. The potential and perspectives of this methodology will be also commented, as it apply even 
on mixtures of microorganisms and complex microbiota. The methodology is thus applicable on collections 
of more complex samples.  
 
 
 


