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Abstract; This study was to predict and assess prophage carrier and its distribution properties in Salmonella from raw livestock meat, iden-
tify the drug resistance genes and virulence genes encoded by prophages, and reveal the functions of prophages in Salmonella. Phaster net-
work database was used to predict the prophage carrier of Salmonella. Cards database and Vfdb database were used to predict and analyze the
drug resistance genes and virulence genes. And Mitomycin C was used to induce prophages. The results were as follows: A total of 645 proph-
age fragments were predicted from 101 strains of Salmonella, including 392 intact prophage, 152 incomplete prophage and 101 suspected
prophage, with an average of 3. 9 intact prophage per strain. The proportion of all prophages carried by each Salmonella strain in its genome
was about 2% to 4%, and their size was mainly 20-40 kb. Five prophages carried 24 drug resistance genes, which could be divided into 9
categories and produce 5 drug resistance mechanisms. 192 prophages encoded 256 virulence genes, which were classified into 16 virulence
factors, and each prophage carried an average of 3 virulence genes. Prophages of Salmonella enterica and Salmonella Typhimurium could be
induced. In summary, prophages are widely distributed in Salmonella from raw livestock meat, mainly intact, and they carry less resistance
genes and more virulence genes; which might have an important influence on Salmonella virulence.
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