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%GBOT@ one flew over the ortholog’s nest
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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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