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Abstract This study focused on various databases and literatures related to drug metabolism, collated and ana-
lyzed the information related to bacterial and human drug metabolic enzymes, and compared the similarities and
differences between the information included in the database of bacterial and human drug metabolic enzymes.
Results found more bacterial drug metabolic enzymes than human drug metabolic enzymes (9 703 vs 964), but
much less than the total number of bacterial enzymes in BRENDA database (9 703 vs 20 835 235), indicating
that the influence of bacteria on drug metabolism could have been greatly underestimated, and that further
systematic research is needed. We summarized the progress and shortcomings of the current research on the influ-

ence of intestinal flora on drug metabolism, and proposed a research idea, that is, to predict through artificial
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intelligence whether intestinal bacterial proteins have the ability to metabolize drugs, to verify their biological

functions by in vitro/in vivo experiments and gene editing, and to establish a database of drug metabolic enzymes

from intestinal bacteria with complete annotation functions, in an attempt to provide a solid theoretical basis for

further exploration of the effects of intestinal flora on drug metabolism.
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