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Contribution and risk of synthetic bacteriophage
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Military Medical Sciences, Beijing 100071, China)

Abstract: Phages are viruses, which infect bacteria, fungi, actinomycetes, spiral bacteria and other microorganisms.
Phages play an important role in ecology, microbial evolution, prevention and treatment of bacterial diseases,
bacterial identification and disease diagnosis etc. Genome sequencing technology and efficient synthesis platform
promote the development of synthetic genomics. Designing phage genomes or synthetizing novel phages to serve
human with synthetic genomics technology could become a reality in the near future. Meanwhile, risks brought by
synthetic phage must be considered seriously.
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