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Research status of molecular biological detection methods for unknown

plant viruses
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Abstract: The fungal pathogen in plants can be identified by ribosomal RNA or other universal primers. Due to the
lack of universal primers for plant viruses, the diagnosis of unknown viral diseases in plants encountered a great challenge.
With the development of molecular biology and sequencing technology, there were many methods for detecting unknown vi-
ruses directly from plant diseases. The discovery and identification of plant viruses were promoted by using these methods,

and good results were achieved. This paper reviews the application of molecular biological detection methods for unknown

plant viruses in recent years.
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Fig.1 Schematic diagram of nucleic acid sequence independent single primer amplification technology
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Fig.2 Schematic diagram of degenerate oligonucleotide primer amplification technology
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