METABOLIC MODELING OF HONEYBEE GUT MICROBIOME
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ABSTRACT

The honeybee gut microbiome consists of specialized bacterial species that play crucial roles in digestion, immunity, and overall colony health. This
study constructed metabolic models for five key bacteria, analyzing their metabolic interactions. Using genome annotation and pathway mapping, we
identified shared and unique metabolic functions, highlighting cooperative nutrient processing and pathogen defense mechanisms. Our findings
contribute to understanding the ecological role of the honeybee gut microbiome.
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Figures 1to 5 depict the metabolic pathway maps of five key bacterial species in the honeybee gut microbiome. The maps reveal that while
these bacteria coexist within the same gut microbial community, their metabolic pathways exhibit significant differences.
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