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Technological advances in the identification of virus receptors

KONG Weisha, JIANG Hewei, GUO Shujuan, TAO Shengce>X<
(Key Laboratory of Systems Biomedicine, Ministry of Education, Shanghai Center for Systems Biomedicine,
Shanghai Jiao Tong University, Shanghai 200240, China)

Abstract: Virus infection is initiated by the interaction between the viral attachment protein and the surface
structure of the host cell. Cell receptors are the key for viruses to invade the hosts, so developing high
throughput and accurate viral receptor identification methods is crucial for the prevention and control of viral
diseases. In recent years, various technologies have promoted the identification of viral receptors which can be
broadly divided into two categories: genomic-based and interactome-based approaches. Genomic-based
approaches include CRISPR/Cas9 knockout, CRISPR activation, cDNA libraries, RNA interference, and
random insertion mutagenesis. Interactome-based approaches include protein microarray, affinity purification-
mass spectrometry, and cross-linking mass spectrometry. This review attempts to focus on analyzing relevant
technologies based on genome and interactome, summarizing their applications, advantages and disadvantages,
in order to provide a reference for the further development of virus receptor identification technology.
Key Words: virus-host interaction; receptor identification; genomic-based approaches; interactome-based

approaches
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AT RS 0, P REAMTR R AR R, FAEAE
PAK B W e e B FE R0, B i 25 © tl b))
S A6 B PR R AL 22 1 R AR R B AR (www. gisaid.
org/phylodynamics/global/nextstrain/). #4220234F2
R, SA 75340450 %7 e 5 25 12 9 1) Ak
68073 AFET: (https://covid19.who.int/). [FIIF, QA
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