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Abstract: Antibiotic resistance genes as new pollutant have been received increasingly wide attention, and their
mechanisms of access and routes of transmission have become the focus of research. tet(M) gene is a common tet-
racycline resistance gene in many environmental media. In this study, the genetic characteristic, polymorphism and
phylogenic relationship of 20 fe#(M) gene sequences in aquaculture with their bacterial hosts and environmental
media sources were analyzed using molecular phylogenetic method. There are 4 haplotypes in these 20 fe#(M) gene
sequences, in which tef(M)-b and d are two distinct types of tetracline resistance determinants, while the other two
types are sequence variation of fet(M)-b and d; Three clear clades were found in the phylogeny tree, and the evolu-
tion and transmission of tef(M) gene had nothing to do with the taxonomy of their bacteria hosts and environmental

sources, suggesting the spreading mechanism and environmental toxicity of fe#(M) gene need to be further studied.
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