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The new methods to isolate bacteriophages
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(1 School of Nursing, Chengdu Medical College, Chengdu 610500; 2 School of Medicine, Chengdu Medical College, Chengdu 610500;
3 Department of Microbiology, Army Medical University, Chongqing 400038)

Abstract Bacteriophages are considered to be the most abundant biological entities on earth. With the
research progress on the Microbiome, a large number of phages were discovered in Nature or in the human body.
However, isolated phages are quite limited compared with the estimated phage numbers. Although the emergence of
metagenomic technology provides a high-throughput method for exploring phages, functions of more than 80% of the
sequence are unknown, nor did we know the host bacteria of the phages. It is a “dark matter” that needs to be studied
urgently. The isolation and culture of microorganisms are the starting point for the study of a microorganism. Thus,
this review summarizes the phage isolation methods, so as to provide a more comprehensive methodological review
for the identification of phages.
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