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Introduction Prevalence of TMAO metabolism proteins in E. coli and Klebsiella spp. genomes

TMAO metabolism protein hits in E. coli genomes (n = 18,847) TMAO metabolism prc:tein hits in Klebsiella spp. genomes (n = 9,908)
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Different groups of gut bacteria can reduce TMAO, leading to the production of

trimethylamine (TMA)

This can affect levels of TMAO in the human body

Important as varying levels of TMAO potentially have both positive and negative effects on
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Previous workl!? has examined the prevalence of TMAO metabolism across different genera
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It has also shown that Klebsiella spp. encode BisC, which may be capable of converting TMAO to TMA via an unknown mechanism
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Future work will focus on characterizing the microbial pathways that make the greatest contributions to conversion of TMAO to TMA in the human gut
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