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Research and Application of Viral Metagenomics

LI Jing, YANG Hong-yi,LIU Chong
(College of Life Science,Northeast Forestry Univesity, Harbin, Heilongjiang 150040)

Abstract; Viral metagenomics is the rise of new technique, which research viruses”’ diversity in the environment

and their molecular biology information. Viral metagenomics was widely used on human health, animal and

plant virus detection, environment diversity analysis, the systematic study of the virus, the pathogen analysis

and prevention had great significance. In order to extend the application scope and reality function, the research

and application prospects of viral metagenomics on animal and plant health, environmental issues,as well as vi-

rus general situation were reviewed.
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