
HAL Id: hal-04831777
https://hal.inrae.fr/hal-04831777v1

Submitted on 11 Dec 2024

HAL is a multi-disciplinary open access archive
for the deposit and dissemination of scientific re-
search documents, whether they are published or not.
The documentsmay come from teaching and research
institutions in France or abroad, or from public or pri-
vate research centers.

L’archive ouverte pluridisciplinaireHAL, est des-
tinée au dépôt et à la diffusion de documents scien-
tifiques de niveau recherche, publiés ou non, émanant
des établissements d’enseignement et de recherche
français ou étrangers, des laboratoires publics ou
privés.

HAL Authorization

GBOT one flew over the ortholog’s nest
Franck Samson, Sébastien Aubourg

To cite this version:
Franck Samson, Sébastien Aubourg. GBOT one flew over the ortholog’s nest. Jobim, Jun 2024, Toulouse,
France. ⟨hal-04831777⟩

https://hal.inrae.fr/hal-04831777v1
https://about.hal.science/hal-authorisation-v1/
https://about.hal.science/hal-authorisation-v1/
https://hal.archives-ouvertes.fr


GBOT (Genome Browser and Ortholog Tracker) is an innovative tool designed for exploring gene and protein homology 
relationships. It offers a new visualization platform to facilitate the study of homologous gene families and the prediction of 
orthologs. This tool helps in understanding gene evolution across different species and transfering functional knowledge between 
species, particularly in genome annotation and translational biology contexts.
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