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     The lack of regulation and overuse of growth promoting antibiotics like Tetracycline in agricultural feeds leads to significant amounts of antibiotics in livestock waste. These excreted antibiotics allow for the continuous development of antibiotic resistance genes in the environment. Antibiotic resistance is becoming an increasing risk to public health. Subsequently, antibiotic resistance deaths are projected to surpass cancer related deaths by 2050. The goal of this study is to determine the abundance and persistence of tetracycline (tet) resistance genes in swine waste over a period of 100 days in an anaerobic digester system. Tet(A), tet(B), tet(G), tet(M), tet(O), tet(Q), and tet(W) were quantified by quantitative polymerase chain reaction after DNA extraction. Primers that target ribosomal protection proteins and efflux proteins were used. Antibiotic resistance genes decreased from day one, but were found to be present throughout the study.
